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TECH CENTER 1600/2900 



<12f)> ISOLATION OF FIVE NOVEL GENES CODING FOR NEW Fc RECEPTORS-TYPE 
MOLECULES INVOLVED IN THE PATHOGENESIS OF LYMPHOMA/MELANOMA 

<130> 0575/58044-A/JPW/AJM 

< 140>09/724,254 
<141> 2000-11-28 

<160> 55 

<170> Patentln version 3.0 

<210> 1 
<211> 90 
<212> DNA 
<213> unknown 

<400> 1 

gggcctgaca gcaacttttc ttctactagt tcatcttaac tttatcctgg taactggcga 60 



gacaacctgt cttaagtaac tgaagggaaa 



90 



<210> 2 
<211> 90 
<212> DNA 
<213> unknown 

<400> 2 

gggcctgaca gcaacttttc ttctactagt tcatcttaac acactgctct gtacggggca 60 
cgtgggcaca ggtgcacact cacactcaca 90 

<210> 3 
<211> 90 
<212> DNA 
<213> unknown 

<400> 3 

tcccactgac gcatgcagga aggggcacct ccccttaacc acactgctct gtacggggca 60 
cgtgggcaca ggtgcacact cacactcaca 90 

<210> 4 
<211> 2497 
<212> DNA 
<213> Human 

<400> 4 

ctcaatcagc tttatgcaga gaagaagctt actgagctca ctgctggtgc tggtgtaggc 60 



aagtgctgct ttggcaatct gggctgacct ggcttgtctc ctcagaactc cttctccaac 120 
cctggagcag gcttccatgc tgctgtgggc gtccttgctg gcctttgctc cagtctgtgg 1 80 
acaatctgca gctgcacaca aacctgtgat ttccgtccat cctccatgga ccacattctt 240 
caaaggagag agagtgactc tgacttgcaa tggatttcag ttctatgcaa cagagaaaac 300 
aacatggtat catcggcact actggggaga aaagttgacc ctgaccccag gaaacaccct 360 
cgaggttcgg gaatctggac tgtacagatg ccaggcccgg ggctccccac gaagtaaccc 420 
tgtgcgcttg ctcttttctt cagactcctt aatcctgcag gcaccatatt ctgtgtttga 480 
aggtgacaca ttggttctga gatgccacag aagaaggaaa gagaaattga ctgctgtgaa 540 
ccatattctg tgtttgaagg tgacacattg gttctgagat gccacagaag aaggaaagag 600 
aaattgactg ctgtgaaaca atggcaatta tcgatgcatt ggatatggag atgagaatga 660 
tgtatttaga tcaaatttca aaataattaa aattcaagaa ctatttccac atccagagct 720 
gaaagctaca gactctcagc ctacagaggg gaattctgta aacctgagct gtgaaacaca 780 
gcttcctcca gagcggtcag acaccccact tcacttcaac ttcttcagag atggcgaggt 840 
catcctgtca gactggagca cgtacccgga actccagctc ccaaccgtct ggagagaaaa 900 
ctcaggatcc tattggtgtg gtgctgaaac agtgaggggt aacatccaca agcacagtcc 960 
ctcgctacag atccatgtgc agcggatccc tgtgtctggg gtgctcctgg agacccagcc 1 020 
ctcagggggc caggctgttg aaggggagat gctggtcctt gtctgctccg tggctgaagg 1 080 
cacaggggat accacattct cctggcaccg agaggacatg caggagagtc tggggaggaa 1 140 
aactcagcgt tccctgagag cagagctgga gctccctgcc atcagacaga gccatgcagg 1200 
gggatactac tgtacagcag acaacagcta cggccctgtc cagagcatgg tgctgaatgt 1260 
cactgtgaga gagaccccag gcaacagaga tggccttgtc gccgcgggag ccactggagg 1 320 
gctgctcagt gctcttctcc tggctgtggc cctgctgttt cactgctggc gtcggaggaa 1380 
gtcaggagtt ggtttcttgg gagacgaaac caggctccct cccgctccag gcccaggaga 1440 



gtcctcccat tccatctgcc ctgcccaggt ggagcttcag tcgttgtatg ttgatgtaca 1 500 
ccccaaaaag ggagatttgg tatactctga gatccagact actcagctgg gagaagaaga 1 560 
ggaagctaat acctccagga cacttctaga ggataaggat gtctcagttg tctactctga 1 620 
ggtaaagaca caacacccag ataactcagc tggaaagatc agctctaagg atgaagaaag 1 680 
ttaagagaat gaaaagttac gggaacgtcc tactcatgtg atttctccct tgtccaaagt 1740 
cccaggccca gtgcagtcct tgcggcacct ggaatgatca actcattcca gctttctaat 1 800 
tcttctcatg catatgcatt cactcccagg aatactcatt cgtctactct gatgttggga 1 860 
tggaatggcc tctgaaagac ttcactaaaa tgaccaggat ccacagttaa gagaagaccc 1 920 
tgtagtattt gctgtgggcc tgacctaatg cattccctag ggtctgcttt agagaagggg 1980 
gataaagaga gagaaggact gttatgaaaa acagaagcac aaattttggg aattgggatt 2040 
tgcagagatg aaaaagactg ggtgacctgg atctctgctt aatacatcta caaccattgt 2100 
ctcacggaga ctcacttgca tcagtttgtt taactgtgag tggctgcaca ggcactgtgc 2 1 60 
aaacaatgaa aagccccttc acttctgcct gcacagctta cactgtcagg attcagttgc 2220 
agattaaaga acccatctgg aatggtttac agagagagga atttaaaaga ggacatcaga 2280 
agagctggag atgcaagctc taggctgcgc ttccaaaagc aaatgataat tatgttaatg 2340 
tcattagtga caaagatttg caacattaga gaaaagagac acaaatataa aattaaaaac 2400 
ttaagtacca actctccaaa actaaatttg aacttaaaat attagtataa actcataata 2460 
aactctgcct ttaaataaaa aaaaaaaaaa aaaaaaa 2497 

<210> 5 
<211> 517 
<212> PRT 
<213> human 



<220> 

<221> UNSURE 
<222> (198)..(198) 
<223> x = any amino acid 

<220> 

<221> UNSURE 

<222> (513)..(513) 

<223> x = any amino acid 

<400> 5 

Met Leu Leu Trp Ala Ser Leu Leu Ala Phe Ala Pro Val Cys Gin He 
15 10 15 

Thr Gin Ser Ala Ala Ala His Lys Pro Val He Ser Val His Pro Pro 
20 25 30 

Trp Thr Thr Phe Phe Lys Gly Glu Arg Val Thr Leu Thr Cys Asn Gly 
35 40 45 

Phe Gin Phe Tyr Ala Thr Glu Lys Thr Thr Trp Tyr His Arg His Tyr 
50 55 60 

Trp Gly Glu Lys Leu Thr Leu Thr Pro Gly Asn Thr Leu Glu Val Arg 
65 70 75 80 

Glu Ser Gly Leu Tyr Arg Cys Gin Ala Arg Gly Ser Pro Arg Ser Asn 
85 90 95 



Pro Val Arg Leu Leu Phe Ser Ser Asp Ser Leu He Leu Gin Ala Pro 
100 105 110 



Tyr Ser Val Phe Glu Gly Asp Thr Leu Val Leu Arg Cys His Arg Arg 
115 120 125 

Arg Lys Glu Lys Leu Thr Ala Val Lys Tyr Thr Trp Asn Gly Asn He 
130 135 140 

Leu Ser He Ser Asn Lys Ser Trp Asp Leu Leu He Pro Gin Ala Ser 
145 150 155 160 

Ser Asn Asn Asn Gly Asn Tyr Arg Cys He Gly Tyr Gly Asp Glu Asn 
165 170 175 

Asp Val Phe Arg Ser Asn Phe Lys He He Lys He Gin Glu Leu Phe 
1-80 185 190 

Pro His Pro Glu Leu Xaa Ala Thr Asp Ser Gin Pro Thr Glu Gly Asn 
195 200 205 

Ser Val Asn Leu Ser Cys Glu Thr Gin Leu Pro Pro Glu Arg Ser Asp 
210 215 220 

Thr Pro Leu His Phe Asn Phe Phe Arg Asp Gly Glu Val He Leu Ser 
225 230 235 240 

Asp Trp Ser Thr Tyr Pro Glu Leu Gin Leu Pro Thr Val Trp Arg Glu 
245 250 255 

Asn Ser Gly Ser Tyr Trp Cys Gly Ala Glu Thr Val Arg Gly Asn He 
260 265 270 

His Lys His Ser Pro Ser Leu Gin He His Val Gin Arg He Pro Val 
275 280 285 

Ser Gly Val Leu Leu Glu Thr Gin Pro Ser Gly Gly Gin Ala Val Glu 
290 295 300 

Gly Glu Met Leu Val Leu Val Cys Ser Val Ala Glu Gly Thr Gly Asp 
305 310 315 320 

Thr Thr Phe Ser Trp His Arg Glu Asp Met Gin Glu Ser Leu Gly Arg 
325 330 335 



Lys Thr Gin Arg Ser Leu Arg Ala Glu Leu Glu Leu Pro Ala He Arg 
340 345 350 

Gin Ser His Ala Gly Gly Tyr Tyr Cys Thr Ala Asp Asn Ser Tyr Gly 
355 360 365 

Pro Val Gin Ser Met Val Leu Asn Val Thr Val Arg Glu Thr Pro Gly 
370 375 380 

Asn Arg Asp Gly Leu Val Ala Ala Gly Ala Thr Gly Gly Leu Leu Ser 
385 390 395 400 

Ala Leu He Leu Ala Val Ala Leu Leu Phe His Cys Trp Arg Arg Arg 
405 410 415 

Lys Ser Gly Val Gly Phe Leu Gly Asp Glu Thr Arg Leu Pro Pro Ala 
420 425 430 

Pro Gly Pro Gly Glu Ser Ser His Ser He Cys Pro Ala Gin Val Glu 
435 440 445 

Leu Gin Ser Leu Tyr Val Asp Val His Pro Lys Lys Gly Asp Leu Val 
450 455 460 

Tyr Ser Glu He Gin Thr Thr Gin Leu Gly Glu Glu Glu Glu Ala Asn 
465 470 475 480 

Thr Ser Arg Thr Leu Leu Glu Asp Lys Asp Val Ser Val Val Tyr Ser 
485 490 495 

Glu Val Lys Thr Gin His Pro Asp Asn Ser Ala Gly Lys He Ser Ser 
500 505 510 

Xaa Asp Glu Glu Ser 
515 

<210> 6 

<211> 2719 

<212> DNA 

<213> Human 



<400> 6 

cggtgcagtg tcctgactgt aagatcaagt ccaaacctgt tttggaattg aggaaacttc 60 
tcttttgatc tcagcccttg gtggtccagg tcttcatgct gctgtgggtg atattactgg 120 
tcctggctcc tgtcagtgga cagtttgcaa ggacacccag gcccattatt ttcctccagc 1 80 
ctccatggac cacagtcttc caaggagaga gagtgaccct cacttgcaag ggatttcgct 240 
tctactcacc acagaaaaca aaatggtacc atcggtacct tgggaaagaa atactaagag 300 
aaaccccaga caatatcctt gaggttcagg aatctggaga gtacagatgc caggcccagg 360 
gctcccctct cagtagccct gtgcacttgg atttttcttc agcttcgctg atcctgcaag 420 
ctccactttc tgtgtttgaa ggagactctg tggttctgag gtgccgggca aaggcggaag 480 
taacactgaa taatactatt tacaagaatg ataatgtcct ggcattcctt aataaaagaa 540 
ctgacttcca tattcctcat gcatgtctca aggacaatgg tgcatatcgc tgtactggat 600 
ataaggaaag ttgttgccct gtttcttcca atacagtcaa aatccaagtc caagagccat 660 
ttacacgtcc agtgctgaga gccagctcct tccagcccat cagcgggaac ccagtgaccc 720 
tgacctgtga gacccagctc tctctagaga ggtcagatgt cccgctccgg ttccgcttct 780 
tcagagatga ccagaccctg ggattaggct ggagtctctc cccgaatttc cagattactg 840 
ccatgtggag taaagattca gggttctact ggtgtaaggc agcaacaatg cctcacagcg 900 
tcatatctga cagcccgaga tcctggatac aggtgcagat ccctgcatct catcctgtcc 960 
tcactctcag ccctgaaaag gctctgaatt ttgagggaac caaggtgaca cttcactgtg 1 020 
aaacccagga agattctctg cgcactttgt acaggtttta tcatgagggt gtccccctga 1 080 
ggcacaagtc agtccgctgt gaaaggggag catccatcag cttctcactg actacagaga 1 140 
attcagggaa ctactactgc acagctgaca atggccttgg cgccaagccc agtaaggctg 1 200 
tgagcctctc agtcactgtt cccgtgtctc atcctgtcct caacctcagc tctcctgagg 1 260 
acctgatttt tgagggagcc aaggtgacac ttcactgtga agcccagaga ggttcactcc 1 3 20 



ccatcctgta ccagtttcat catgaggatg ctgccctgga gcgtaggtcg gccaactctg 1380 
caggaggagt ggccatcagc ttctctctga ctgcagagca ttcagggaac tactactgca 1440 
cagctgacaa tggctttggc ccccagcgca gtaaggcggt gagcctctcc atcactgtcc 1 500 
ctgtgtctca tcctgtcctc accctcagct ctgctgaggc cctgactttt gaaggagcca 1 560 
ctgtgacact tcactgtgaa gtccagagag gttccccaca aatcctatac cagttttatc 1620 
atgaggacat gcccctgtgg agcagctcaa caccctctgt gggaagagtg tccttcagct 1680 
ctctctgact gaaggacatt cagggaatta ctactgcaca gctgacaatg gctttggtcc 1 740 
ccagcgcagt gaagtggtga gcctttttgt cactgttcca gtgtctcgcc ccatcctcac 1 800 
cctcagggtt cccagggccc aggctgtggt gggggacctg ctggagcttc actgtgaggc 1 860 
cccgagaggc tctcccccaa tcctgtactg gttttatcat gaggatgtca ccctggggag 1920 
cagctcagcc ccctctggag gagaagcttc tttcaacctc tctctgactg cagaacattc 1980 
tggaaactac tcatgtgagg ccaacaatgg cctagtggcc cagcacagtg acacaatatc 2040 
actcagtgtt atagttccag tatctcgtcc catcctcacc ttcagggctc ccagggccca 2 1 00 
ggctgtggtg ggggacctgc tggagcttca ctgtgaggcc ctgagaggct cctccccaat 2160 
cctgtactgg ttttatcatg aagatgtcac cctgggtaag atctcagccc cctctggagg 2220 
aggggcctcc ttcaacctct ctctgactac agaacattct ggaatctact cctgtgaggc 2280 
agacaatggt ctggaggccc agcgcagtga gatggtgaca ctgaaagttg caggtgagtg 2340 
ggccctgccc accagcagca catctgagaa ctgactgtgc ctgttctccc tgcagctgaa 2400 
aatggagcca cagagctcct cagggctgtt tgcttgtgtg gcatcccagc acacttcctg 2460 
cctgcagaac ctccctgtga aagtctcgga tcctttgtgg tatggttcca ggaatctgat 2520 
gtttcccagc agtcttcttg aagatgatca aagcacctca ctaaaaatgc aaataagact 2580 
tttttagaac ataaactata ttctgaactg aaattattac atgaaaatga aaccaaagaa 2640 
ttctgagcat atgtttctct gccgtagaaa ggattaagct gtttcttgtc cggattcttc 2700 



tctcattgac ttctaagaa 



2719 



<210> 7 
<211> 728 
<212> PRT 
<213> human 



<400> 7 

Phe Leu Gin Pro Pro Trp Thr Thr Val Phe Gin Gly Glu Arg Val Thr 
15 10 15 

Leu Thr Cys Lys Gly Phe Arg Phe Tyr Ser Pro Gin Lys Thr Lys Trp 
20 25 30 

Tyr His Arg Tyr Leu Gly Lys Glu He Leu Arg Glu Thr Pro Asp Asn 
35 40 45 

He Leu Glu Val Gin Glu Ser Gly Glu Tyr Arg Cys Gin Ala Gin Gly 
50 55 60 

Ser Pro Leu Ser Ser Pro Val His Leu Asp Phe Ser Ser Ala Ser Leu 
65 70 75 80 

lie Leu Gin Ala Pro Leu Ser Val Phe Glu Gly Asp Ser Val Val Leu 
85 90 95 

Arg Cys Arg Ala Lys Ala Glu Val Thr Leu Asn Asn Thr He Tyr Lys 
100 105 110 

Asn Asp Asn Val Leu Ala Phe Leu Asn Lys Arg Thr Asp Phe His He 
115 120 125 

Pro His Ala Cys Leu Lys Asp Asn Gly Ala Tyr Arg Cys Thr Gly Tyr 
130 135 140 

Lys Glu Ser Cys Cys Pro Val Ser Ser Asn Thr Val Lys He Gin Val 
145 150 155 160 



Gin Glu Pro Phe Thr Arg Pro Val Leu Arg Ala Ser Ser Phe Gin Pro 
165 170 175 



He Ser Gly Asn Pro Val Thr Thr Cys Glu Thr Gin Leu Ser Leu Glu 
180 185 190 

Arg Ser Asp Val Pro Leu Arg Phe Arg Phe Phe Arg Asp Asp Gin Thr 
195 200 205 

Leu Gly Leu Gly Trp Ser Leu Ser Pro Asn Phe Gin He Thr Ala Met 
210 215 220 

Trp Ser Lys Asp Ser Gly Phe Tyr Trp Cys Lys Ala Ala Thr Met Pro 
225 230 235 240 

His Ser Val He Ser Asp Ser Pro Arg Ser Tip He Gin Val Gin He 
245 250 255 

Pro Ala Ser His Pro Val Leu Thr Leu Ser Pro Glu Lys Ala Leu Asn 
260 265 270 

Phe Glu Gly Thr Lys Val Thr Leu His Cys Glu Thr Gin Glu Asp Ser 
275 280 285 

Leu Arg Thr Leu Tyr Arg Phe Tyr His Glu Gly Val Pro Leu Arg His 
290 295 300 

Lys Ser Val Arg Cys Glu Arg Gly Ala Ser He Ser Phe Ser Leu Thr 
305 310 315 320 

Thr Glu Asn Ser Gly Asn Tyr Tyr Cys Thr Ala Asp Asn Gly Leu Gly 
325 330 335 

Ala Lys Pro Ser Lys Ala Ser Leu Ser Val Thr Val Pro Val Ser His 
340 345 350 

Pro Val Leu Asn Leu Ser Ser Pro Glu Asp Leu He Phe Glu Gly Ala 
355 360 365 

Lys Val Thr Leu His Cys Glu Ala Gin Arg Gly Ser Leu Pro He Leu 
370 375 380 

Tyr Gin Phe His His Glu Asp Ala Ala Leu Glu Arg Arg Ser Ala Asn 
385 390 395 400 



Ser Ala Gly Gly Val Ala He Ser Phe Ser Leu Thr Ala Glu His Ser 
405 410 415 

Gly Asn Tyr Tyr Cys Ala Asp Asn Gly Phe Gly Pro Gin Arg Ser Lys 
420 425 430 

Ala Val Ser Leu Ser He Thr Val Pro Val Ser His Pro Val Leu Thr 
435 440 445 

Leu Ser Ser Ala Glu Ala Leu Thr Phe Glu Gly Ala Thr Val Thr Leu 
450 455 460 

His Cys Glu Val Gin Arg Gly Ser Pro Gin He Leu Tyr Gin Phe Tyr 
465 470 475 480 

His Glu Asp Met Pro Leu Trp Ser Ser Ser Thr Pro Ser Val Gly Arg 
485 490 495 

Val Ser Phe Ser Ser Leu Thr Glu Gly His Ser Gly Asn Tyr Tyr Cys 
500 505 510 

Thr Ala Asp Asn Gly Phe Gly Pro Gin Arg Ser Glu Val Val Ser Leu 
515 520 525 

Phe Val Thr Val Pro Val Ser Arg Pro He Leu Thr Leu Arg Val Pro 
530 535 540 

Arg Ala Gin Ala Val Val Gly Asp Leu Leu Glu Leu His Cys Glu Ala 
545 550 555 560 

Pro Arg Gly Ser Pro Pro He Leu Tyr Trp Phe Tyr His Glu Asp Val 
565 570 575 

Thr Leu Gly Ser Ser Ala Pro Ser Gly Gly Glu Ala Ser Phe Asn Leu 
580 585 590 

Ser Leu Thr Ala Glu His Ser Gly Asn Tyr Ser Cys Glu Ala Asn Asn 
595 600 605 

Gly Leu Val Ala Gin His Ser Asp Thr He Ser Leu Ser Val He Val 
610 615 620 

Pro Val Ser Arg Pro He Leu Thr Phe Arg Ala Pro Arg Ala Gin Ala 
625 630 635 640 



Val Val Gly Asp Leu Leu Glu Leu His Cys Glu Ala Leu Arg Gly Ser 
645 650 655 

Ser Pro Leu Tyr Trp Phe Tyr His Glu Asp Val Thr Leu Gly Lys He 
660 665 670 

Ser Ala Pro Ser Gly Gly Gly Ala Ser Phe Asn Leu Ser Leu Thr Thr 
675 680 685 

Glu His Ser Gly He Tyr Ser Cys Glu Ala Asp Asn Gly Leu Glu Ala 
690 695 700 

Gin Arg Ser Glu Met Val Thr Leu Lys Val Ala Gly Glu Trp Ala Leu 
705 710 715 720 

Pro Thr Ser Ser Thr Ser Glu Asn 
725 

<210> 8 
<211> 4444 
<212> DNA 
<213> human 

<400> 8 

cggtgcagtg tcctgactgt aagatcaagt ccaaacctgt tttggaattg aggaaactct 60 
tttgatctca gcccttggtg gtccaggtct tcatgctgct gtgggtgata ttactggtcc 1 20 
tggctcctgt cagtggacag tttgcaagga cacccaggcc cattattttc ctccagcctc 1 80 
catggaccac agtcttccaa ggagagagag tgaccctcac ttgcaaggga tttcgcttct 240 
actcaccaca gaaaacaaaa tggtaccatc ggtaccttgg gaaagaaata ctaagagaaa 300 
ccccagacaa tatccttgag gttcaggaat ctggagagta cagatgccag gcccagggct 360 
cccctctcag tagccctgtg cacttggatt tttcttcagc ttcgctgatc ctgcaagctc 420 
cactttctgt gtttgaagga gactctgtgg ttctgaggtg ccgggcaaag gcggaagtaa 480 



cactgaataa tactatttac aagaatgata atgtcctggc attccttaat aaaagaactg 540 
acttccatat tcctcatgca tgtctcaagg acaatggtgc atatcgctgt actggatata 600 
aggaaagttg ttgccctgtt tcttccaata cagtcaaaat ccaagtccaa gagccattta 660 
cacgtccagt gctgagagcc agctccttcc agcccatcag cgggaaccca gtgaccctga 720 
cctgtgagac ccagctctct ctagagaggt cagatgtccc gctccggttc cgcttcttca 780 
gagatgacca gaccctggga ttaggctgga gtctctcccc gaatttccag attactgcca 840 
tgtggagtaa agattcaggg ttctactggt gtaaggcagc aacaatgcct cacagcgtca 900 
tatctgacag cccgagatcc tggatacagg tgcagatccc tgcatctcat cctgtcctca 960 
ctctcagccc tgaaaaggct ctgaattttg agggaaccaa ggtgacactt cactgtgaaa 1020 
cccaggaaga ttctctgcgc actttgtaca ggttttatca tgagggtgtc cccctgaggc 1 080 
acaagtcagt ccgctgtgaa aggggagcat ccatcagctt ctcactgact acagagaatt 1 140 
cagggaacta ctactgcaca gctgacaatg gccttggcgc caagcccagt aaggctgtga 1200 
gcctctcagt cactgttccc gtgtctcatc ctgtcctcaa cctcagctct cctgaggacc 1 260 
tgatttttga gggagccaag gtgacacttc actgtgaagc ccagagaggt tcactcccca 1 320 
tcctgtacca gtttcatcat gaggatgctg ccctggagcg taggtcggcc aactctgcag 1380 
gaggagtggc catcagcttc tctctgactg cagagcattc agggaactac tactgcacag 1440 
ctgacaatgg ctttggcccc cagcgcagta aggcggtgag cctctccatc actgtccctg 1 500 
tgtctcatcc tgtcctcacc ctcagctctg ctgaggccct gacttttgaa ggagccactg 1 560 
tgacacttca ctgtgaagtc cagagaggtt ccccacaaat cctataccag ttttatcatg 1 620 
aggacatgcc cctgtggagc agctcaacac cctctgtggg aagagtgtcc ttcagcttct 1680 
ctctgactga aggacattca gggaattact actgcacagc tgacaatggc tttggtcccc 1 740 
agcgcagtga agtggtgagc ctttttgtca ctggtaagtg ctgggttctt gccagtcace 1 800 
cacccctggc tgagttctct ctcacccatt cctttaaaaa tctgtttgca ctgtccagtt 1 860 



tcctccccta atcaacttaa tccccttctt ggcttcctcc tcaactaact agctggggtt 1920 
ttccgtactc ataagtcctg gctcagccag acccctaaaa cagctcagta gattccccag 1980 
cttttaccaa atgaattatt tattgtattt tctcctcatt ccttgtatgt tccaacagta 2040 
cgccaatttt tcttgatgca cggagcgtgt cctacttctc tactgacatt tacatattaa 2100 
cttagctaca agcacagtct tatagataaa tattggtcaa gaccttaaat tctccaaagg 2160 
atttccaatc ttatggtaga tttggagaaa gctgctggtg aacaaagggg gaaatggctc 2220 
cctaggaacc aactcctcaa acttctggag tttttatgat cccttgtttt ctaacctgct 2280 
aaaatcagta tcattttatt gtattatttt aaaaaaacta ttgttgaagt atgacataca 2340 
ttcaagaaac gtgtgcaaat tgtatgtgta cgatttggtg tctttttagg agctaagttg 2400 
cttctgtttt tacttgaatc tttgtttata gaaactgggg gaaagtttac tttcttttca 2460 
gagaagccaa atggtatgat agaaaaatct tgagcctgat gtgtcagaca tgcccctagc 2520 
ataacttgtt gagtaaagag gttattttta aaatgtgaat gttctgagac tactccaaag 2580 
tcagagccaa atctactagg aagcttctag acttcactca ttctgcatcc cattactatc 2640 
tttttatcca tgttttactt tcttctcata ttcagcagca tcttaagcct ctttattttc 2700 
tgtttcttga ctgtcaccct taatgccagt agaatgtaag cttcatgaga acagaactgc 2760 
atccatcttg gtcttcacaa catccctgtg cctactcagt gtttggcaca cagtaggtcc 2820 
tcagtcaaca tttgtaattt agtggacaga tgatatgaca agatgataag aggggattta 2880 
aaaaaatcat ctagcaaagc ccaagaggaa aaaaaacaaa gctattttag aaatgaaata 2940 
ccaatttgaa gcagtaagaa tagattggat atctttgaaa accattaatt gaatgaagaa 3000 
ccaatttgag aaaacaatac agaatgcaaa gtagaaagat acagaaataa aggcaaaagt 3060 
tataatatgg aaatcagaca atggatttgt ctgtatccag ttatgtggat aattaaaatg 3 120 
gagaccctca gaaaattgaa ccgaagagta aaatgaaact caaaaatgta gtagaaattg 3180 
ttgggaagta aagaaaactt gaatatgtag atcagaacat atatgttgat gacgttattg 3240 



actttgaggt taaaaatata tatatgtgcc tatgattatg gggaaaaaag cagtcgtctc 3300 
agaaagaaaa acatcaagtt agtcttagac tttgcagtgc actcagtacc aaagagagag 3360 
gaggccagac ttggacctgc gagggaagaa taataaccga aaattttata tcaattcaaa 3420 
aagacattgt caaaaataca gggattcagg aaactgagaa tgcactaagc cttctggaaa 3480 
aaacacctaa tgacaaaatc tagcccaaca agatgtaaat gaatataaag gactcataat 3540 
gaggaaaccg cattatgact ggctctcaac cctggccgca tattagactc gtcaaagacc 3600 
tttgtaaaag gtcacacatt gactcgtcaa agcccctctc cagactaatt caattcagaa 3660 
tctcacagat ggggccacag aatcagtatt ttttgacaca acctcaagtg agaatattgt 3720 
gtagacaaga ttggaaacca ctgatttaga tatagaaaca aaggctaatc aactgtgaga 3780 
attatggtca cagaatagaa agtaactatt atgaacactg aaaatgtaaa aaaaatgtaa 3840 
caaagaaaaa tagttagagg aaggagagga agtaaaggaa caatcatttt ctcatgatta 3900 
ttattatttc agagtaaatt gtgagttatt tcacaattca aaaagaatgg actgttttaa 3960 
aaaattagta atagatttca aaatgtccat tttgtaaatc gtttctgaat actttgtcaa 4020 
cagttactca tcattaatgg cttatacttc actaaaattc catggaaaac caactagtag 4080 
cctgtagagt cacataggag agaacaagtg aattetttgg gtggcgcaag catagatgtt 4140 
aggactgaca aaaaaaaata ataaaaataa acctgtgcat tgatatgatc acaaatgatc 4200 
agggaaagag gaaacagaaa ctctcatacg ccattattac aagtgtaaat tggttcaacc 4260 
ttttcgtctt aattgacaca ttgtaattgt atatatttat ggaagcacag tttgatattt 4320 
tgatatacat acatggtata taacgatcaa attaggatat ttaatgtacc catcatctca 43 80 
tgcatttatc atttctttgg aataaaaaca ttcaaaagcc aaaaaaaaaa aaaaaaaaaa 4440 



<210> 9 



<211> 591 
<212> PRT 
<213> human 



<400> 9 

Met Leu Leu Trp Val He Leu Leu Val Leu Ala Pro Val Ser Gly Thr 
15 10 15 

Gin Phe Ala Arg Thr Pro Arg Pro He He Phe Leu Gin Pro Pro Tip 
20 25 30 

Thr Thr Val Phe Gin Gly Glu Arg Val Thr Leu Thr Cys Lys Gly Phe 
35 40 45 

Arg Phe Tyr Ser Lys Thr Lys Trp Tyr His Arg Tyr Leu Gly Lys Glu 
50 55 60 

He Leu Arg Glu Thr Pro Asp Asn He Leu Glu Val Gin Glu Ser Gly 
65 70 75 80 

Glu Tyr Arg Cys Gin Ala Gin Gly Ser Pro Leu Ser Ser Pro Val His 
85 90 95 

Leu Asp Phe Ser Ser Ala Ser Leu lie Leu Gin Ala Pro Leu Ser Val 
100 105 110 

Phe Glu Gly Asp Ser Val Val Leu Arg Cys Arg Ala Lys Ala Glu Val 
115 120 125 

Thr Leu Asn Asn Thr He Tyr Lys Asn Asp Asn Val Leu Ala Phe Leu 
130 135 140 

Asn Lys Arg Thr Asp Phe His lie Pro His Ala Cys Leu Lys Asp Asn 
145 150 155 160 

Gly Ala Tyr Arg Cys Thr Gly Tyr Lys Glu Ser Cys Cys Pro Val Ser 
165 170 175 

Ser Asn Thr Val Lys He Gin Val Gin Glu Pro Phe Thr Arg Pro Val 
180 185 190 



Leu Arg Ala Ser Ser Phe Gin Pro He Ser Gly Asn Pro Val Thr Leu 
195 200 205 

Thr Cys Glu Thr Gin Leu Ser Leu Glu Arg Ser Asp Val Pro Leu Arg 
210 215 220 

Phe Arg Phe Phe Arg Asp Asp Gin Thr Leu Gly Leu Gly Trp Ser Leu 
225 230 235 240 

Ser Pro Asn Phe Gin He Thr Ala Met Trp Ser Lys Asp Ser Gly Phe 
245 250 255 

Tyr Trp Cys Lys Ala Ala Thr Met Pro His Ser Val lie Ser Asp Ser 
260 265 270 

Pro Arg Ser Trp lie Gin Val Gin He Pro Ala Ser His Pro Val Leu 
275 280 285 

Thr Leu Ser Pro Glu Lys Ala Leu Asn Phe Glu Gly Thr Lys Val Thr 
290 295 300 

Leu His Cys Glu Thr Gin Glu Asp Ser Leu Arg Thr Leu Tyr Arg Phe 
305 310 315 320 

Tyr His Glu Gly Val Pro Leu Arg His Lys Ser Val Arg Cys Glu Arg 
325 330 335 

Gly Ala Ser He Ser Phe Ser Leu Thr Thr Glu Asn Ser Gly Asn Tyr 
340 345 350 

Tyr Cys Thr Ala Asp Asn Gly Leu Gly Ala Lys Pro Ser Lys Ala Val 
355 360 365 

Ser Leu Ser Val Thr Val Pro Val Ser His Pro Val Leu Asn Leu Ser 
370 375 380 

Ser Pro Glu Asp Leu He Phe Glu Gly Ala Lys Val Thr Leu His Cys 
385 390 395 400 

Glu Ala Gin Arg Gly Ser Leu Pro lie Leu Tyr Gin Phe His His Glu 
405 410 415 

Asp Ala Ala Leu Glu Arg Arg Ser Ala Asn Ser Ala Gly Gly Val Ala 
420 425 430 



He Ser Phe Ser Leu Thr Ala Glu His Ser Gly Asn Tyr Tyr Cys Thr 
435 440 445 

Ala Asp Asn Gly Phe Gly Pro Gin Arg Ser Lys Ala Val Ser Leu Ser 
450 455 460 

He Thr Val Pro Val Ser His Pro Val Leu Thr Leu Ser Ser Ala Glu 
465 470 475 480 

Ala Leu Thr Phe Glu Gly Ala Thr Val Thr Leu His Cys Glu Val Gin 
485 490 495 

Arg Gly Ser Pro Gin He Leu Tyr Gin Phe Tyr His Glu Asp Met Pro 
500 505 510 

Leu Val Ser Ser Ser Thr Pro Ser Val Gly Arg Val Ser Phe Ser Phe 
515 520 525 

Ser Leu Thr Glu Gly His Ser Gly Asn Tyr Tyr Cys Thr Ala Asp Asn 
530 535 540 

Gly Phe Gly Pro Gin Arg Ser Glu Val Val Ser Leu Phe Val Thr Gly 
545 550 555 560 

Lys Cys Trp Val Leu Ala Ser Lys Pro Pro Leu Ala Glu Phe Ser Leu 
565 570 575 

Thr His Ser Phe Lys Asn Leu Phe Ala Leu Ser Ser Phe Leu Pro 
580 585 590 

<210> 10 

<211> 2957 

<212> DNA 

<213> human 



<400> 10 

cggtgcagtg tcctgactgt aagatcaagt ccaaacctgt tttggaattg aggaaacttc 60 
ttttgatctc agcccttggt ggtccaggtc ttcatgctgc tgtgggtgat attactggtc 1 20 



ctggctcctg tcagtggaca gtttgcaagg acacccaggc ccattatttt cctccagcct 1 80 
ccatggacca cagtcttcca aggagagaga gtgaccctca cttgcaaggg atttcgcttc 240 
tactcaccac agaaaacaaa atggtaccat cggtaccttg ggaaagaaat actaagagaa 300 
accccagaca atatccttga ggttcaggaa tctggagagt acagatgcca ggcccagggc 360 
tcccctctca gtagccctgt gcacttggat ttttcttcag cttcgctgat cctgcaagct 420 
ccactttctg tgtttgaagg agactctgtg gttctgaggt gccgggcaaa ggcggaagta 480 
acactgaata atactattta caagaatgat aatgtcctgg cattccttaa taaaagaact 540 
gacttccata ttcctcatgc atgtctcaag gacaatggtg catatcgctg tactggatat 600 
aaggaaagtt gttgccctgt ttcttccaat acagtcaaaa tccaagtcca agagccattt 660 
acacgtccag tgctgagagc cagctccttc cagcccatca gcgggaaccc agtgaccctg 720 
acctgtgaga cccagctctc tctagagagg tcagatgtcc cgctccggtt ccgcttcttc 780 
agagatgacc agaccctggg attaggctgg agtctctccc cgaatttcca gattactgcc 840 
atgtggagta aagattcagg gttctactgg tgtaaggcag caacaatgcc tcacagcgtc 900 
atatctgaca gcccgagatc ctggatacag gtgcagatcc ctgcatctca tcctgtcctc 960 
actctcagcc ctgaaaaggc tctgaatttt gagggaacca aggtgacact tcactgtgaa 1 020 
acccaggaag attctctgcg cactttgtac aggttttatc atgagggtgt ccccctgagg 1080 
cacaagtcag tccgctgtga aaggggagca tccatcagct tctcactgac tacagagaat 1 1 40 
tcagggaact actactgcac agctgacaat ggccttggcg ccaagcccag taaggctgtg 1 200 
agcctctcag tcactgttcc cgtgtctcat cctgtcctca acctcagctc tcctgaggac 1 260 
ctgatttttg agggagccaa ggtgacactt cactgtgaag cccagagagg ttcactcccc 1 320 
atcctgtacc agtttcatca tgaggatgct gccctggagc gtaggtcggc caactctgca 1 3 80 
ggaggagtgg ccatcagctt ctctctgact gcagagcatt cagggaacta ctactgcaca 1 440 
gctgacaatg gctttggccc ccagcgcagt aaggcggtga gcctctccat cactgtccct 1 500 



gtgtctcatc ctgtcctcac cctcagctct gctgaggccc tgacttttga aggagccact 1560 
gtgacacttc actgtgaagt ccagagaggt tccccacaaa tcctatacca gttttatcat 1 620 
gaggacatgc ccctgtggag cagctcaaca ccctctgtgg gaagagtgtc cttcagcttc 1680 
tctctgactg aaggacattc agggaattac tactgcacag ctgacaatgg ctttggtccc 1 740 
cagcgcagtg aagtggtgag cctttttgtc actgttccag tgtctcgccc catcctcacc 1 800 
ctcagggttc ccagggccca ggctgtggtg ggggacctgc tggagcttca ctgtgaggcc 1 860 
ccgagaggct ctcccccaat cctgtactgg ttttatcatg aggatgtcac cctggggagc 1 920 
agctcagccc cctctggagg agaagcttct ttcaacctct ctctgactgc agaacattct 1980 
ggaaactact catgtgaggc -caacaatggc ctagtggccc agcacagtga cacaatatca 2040 
ctcagtgtta tagttccagt atctcgtccc atcctcacct tcagggctcc cagggcccag 2 1 00 
gctgtggtgg gggacctgct ggagcttcac tgtgaggccc tgagaggctc ctccccaatc 2 1 60 
ctgtactggt tttatcatga agatgtcacc ctgggtaaga tctcagcccc ctctggagga 2220 
ggggcctcct tcaacctctc tctgactaca gaacattctg gaatctactc ctgtgaggca 2280 
gacaatggtc tggaggccca gcgcagtgag atggtgacac tgaaagttgc agttccggtg 2340 
tctcgcccgg tcctcaccct cagggctccc gggacccatg ctgcggtggg ggacctgctg 2400 
gagcttcact gtgaggccct gagaggctct cccctgatcc tgtaccggtt ttttcatgag 2460 
gatgtcaccc taggaaatgg tcgtccccct ctggaggagc gtccttaaac ctctctctga 2520 
ctgcagagca ctctggaaac tactcctgtg aggccgacaa tggcctcggg gcccagcgca 2580 
gtgagacagt gacactttat atcacagggc tgaccgcgaa cagaagtggc ccttttgcca 2640 
caggagtcgc cgggggcctg ctcagcatag caggccttgc tgcgggggca ctgctgctct 2700 
actgctggct ctcgagaaaa gcagggagaa agcctgcctc tgaccccgcc aggagccctt 2760 
cagactcgga ctcccaagag cccacctatc acaatgtacc agcctgggaa gagctgcaac 2820 
cagtgtacac taatgcaaat cctagaggag aaaatgtggt ttactcagaa gtacggatca 2880 



tccaagagaa aaagaaacat gcagtggcct ctgaccccag gcatctcagg aacaagggtt 2940 
cccctatcat ctactct 2957 



<210> 11 
<211> 952 
<212> PRT 
<213> human 



<400> 11 

Met Leu Leu Tip Val He Leu Leu Val Leu Ala Pro Tyr Ser Gly Gin 
15 10 15 

Phe Ala Arg Thr Pro Arg Pro He He Phe Leu Gin Pro Pro Tip Thr 
20 25 30 

Thr Val Phe Gin Gly Glu Arg Val Thr Leu Thr Cys Lys Gly Phe Arg 
35 40 45 

Phe Tyr Ser Pro Gin Lys Thr Lys Trp Tyr His Arg Tyr Leu Gly Lys 
50 55 60 

Glu He Leu Arg Glu Thr Pro Asp Asn He Leu Glu Val Gin Glu Ser 
65 70 75 80 

Gly Ser Tyr Arg Cys Gin Ala Gin Gly Ser Pro Leu Ser Ser Pro Val 
85 90 95 

His Leu Asp Phe Ser Ser Ala Ser Leu He Leu Gin Ala Pro Leu Ser 
100 105 110 

Val Phe Glu Gly Asp Ser Val Val Leu Arg Cys Arg Ala Lys Ala Glu 
115 120 125 

Val Thr Leu Asn Asn Thr He Tyr Lys Asn Asp Asn Val Leu Ala Phe 
130 135 140 

Leu Asn Lys Arg Thr Asp Phe His He Pro His Ala Cys Leu Lys Asp 



145 150 155 160 



Asn Gly Ala Tyr Arg Cys Thr Gly Tyr Lys Glu Ser Cys Cys Pro Val 
165 . 170 175 

Ser Ser Asn Thr Val Lys He Gin Val Gin Glu Pro Phe Thr Arg Pro 
180 185 190 

Val Leu Arg Ala Ser Ser Phe Gin Pro He Ser Gly Asn Pro Val Thr 
195 200 205 

Leu Thr Cys Glu Thr Gin Leu Ser Leu Glu Arg Ser Asp Val Pro Leu 
210 215 220 

Arg Phe Arg Phe Phe Arg Asp Asp Gin Thr Leu Gly Leu Gly Trp Ser 
225 230 235 240 

Leu Ser Pro Asn Phe Gin He Thr Ala Met Trp Ser Lys Asp Ser Gly 
245 250 255 

Phe Tyr Trp Cys Lys Ala Ala Thr Met Pro His Ser Val He Ser Asp 
260 265 270 

Ser Pro Arg Ser Trp He Gin Val Gin lie Pro Ala Ser His Pro Val 
275 280 285 

Leu Thr Leu Ser Pro Glu Lys Ala Leu Asn Phe Glu Gly Thr Lys Val 
290 295 300 

Thr Leu His Cys Glu Thr Gin Glu Asp Ser Leu Arg Thr Leu Tyr Arg 
305 310 315 320 

Phe Tyr His Glu Gly Val Pro Leu Arg His Lys Ser Val Arg Cys Glu 
325 330 335 

Arg Gly Ala Ser He Ser Phe Ser Leu Thr Thr Glu Asn Ser Gly Asn 
340 345 350 

Tyr Tyr Cys Thr Ala Asp Asn Gly Leu Gly Ala Lys Pro Ser Lys Ala 
355 360 365 

Val Ser Leu Ser Val Thr Val Pro Val Ser His Pro Val Leu Asn Leu 
370 375 380 

Ser Ser Pro Glu Asp Leu He Phe Glu Gly Ala Lys Val Thr Leu His 



385 390 395 400 



Cys Glu Ala Gin Arg Gly Ser Leu Pro He Leu Tyr Gin Phe His His 
405 410 415 

Glu Asp Ala Ala Leu Glu Arg Arg Ser Ala Asn Ser Ala Gly Gly Val 
420 425 430 

Ala He Ser Phe Ser Leu Thr Ala Glu His Ser Gly Asn Tyr Tyr Cys 
435 440 445 

Thr Arg Arg Ser Ala Asn Ser Ala Gly Gly Val Ala He Ser Phe Ser 
450 455 460 

Leu Thr Ala Glu His Ser Gly Asn Tyr Tyr Cys Thr Thr Leu Ser Ser 
465 470 475 480 

Ala Glu Ala Leu Thr Phe Glu Gly Ala Thr Val Thr Leu His Cys Glu 
485 490 495 

Val Gin Arg Gly Ser Pro Gin He Leu Tyr Gin Phe Tyr His Glu Asp 
500 505 510 

Pro Ser Ser Ser Thr Pro Ser Val Gly Arg Val Ser Phe Ser Phe Ser 
515 520 525 

Leu Thr Glu Gly His Ser Gly Asn Tyr Tyr Cys Thr Ala Asp Asn Gly 
530 535 540 

Phe Gly Pro Gin Arg Ser Glu Val Val Ser Leu Phe Val Thr Val Pro 
545 550 555 560 

Val Ser Arg Pro lie Leu Thr Leu Arg Val Pro Arg Ala Gin Ala Val 
565 570 575 

Val Gly Asp Leu Leu Glu Leu His Cys Glu Ala Pro Arg Gly Ser Pro 
580 585 590 

Pro He Leu Tyr Trp Phe Tyr His Glu Asp Val Thr Leu Gly Ser Ser 
595 600 605 

Ser Ala Pro Ser Gly Gly Glu Ala Ser Phe Asn Leu Ser Leu Thr Ala 
610 615 620 

Glu His Ser Gly Asn Tyr Ser Cys Glu Ala Asn Asn Gly Leu Val Ala 



625 630 635 640 



Gin His Ser Asp Thr He Ser Leu Ser Val He Val Pro Val Ser Arg 
645 650 655 

Pro lie Leu Thr Phe Arg Ala Pro Arg Ala Gin Ala Val Val Gly Asp 
660 665 670 

Leu Leu Glu Leu His Cys Glu Ala Leu Arg Gly Ser Ser Pro Leu Tyr 
675 680 685 

Tip Phe Tyr His Glu Asp Val Thr Leu Gly Lys lie Ser Ala Pro Ser 
690 695 700 

Gly Gly Gly Ala Ser Phe Asn Leu Ser Leu Thr Thr Glu His Ser Gly 
705 710 715 720 

He Tyr Ser Cys Glu Ala Asp Asn Gly Leu Glu Ala Gin Arg Ser Glu 
725 730 735 

Met Val Thr Leu Lys Val Ala Val Pro Val Ser Arg Pro Val Leu Thr 
740 745 750 

Leu Arg Ala Pro Gly Thr His Ala Ala Val Gly Asp Leu Leu Thr Glu 
755 760 765 

Leu His Cys Glu Ala Leu Arg Gly Ser Pro Leu He Leu Tyr Arg Phe 
770 775 780 

Phe His Glu Asp Val Thr Leu Gly Asn Glu Leu His Cys Glu Ala Leu 
785 790 795 800 

Arg Gly Ser Pro Leu He Leu Tyr Arg Phe Phe His Glu Asp Val Thr 
805 810 815 

Leu Gly Asn Asn Gly Leu Gly Ala Gin Arg Ser Glu Thr Val Thr Leu 
820 825 830 

Tyr He Thr Gly Leu Thr Ala Asn Arg Ser Gly Pro Phe Ala Thr Gly 
835 840 845 

Val Ala Gly Gly Leu Leu Ser He Ala Gly Leu Ala Ala Gly Ala Leu 
850 855 860 

Leu Leu Tyr Cys Trp Leu Ser Arg Lys Ala Gly Arg Lys Pro Ala Ser 



865 870 875 880 

Asp Pro Ala Arg Ser Pro Ser Asp Ser Asp Ser Gin Glu Pro Thr Tyr 
885 890 895 

His Met Val Pro Ala Trp Glu Glu Leu Gin Pro Val Tyr Thr Asn Ala 
900 905 910 

Asn Pro Arg Gly Glu Asn Val Val Tyr Ser Glu Val Arg lie He Gin 
915 920 925 

Glu Lys Lys Lys His Ala Val Ala Ser Asp Pro Arg His Leu Arg Asn 
930 935 940 

Lys Gly Ser Pro He He Tyr Ser 
945 950 

<210> 12 

<211> 2203 

<212> DNA 

<213> human 

<400> 12 

gaagttaagg tggcgtcaac cccggtttcc ggatccctgt tcttggcttc ctcagctcct 60 
cacagatgag tccacacgtc tctccaactg ctgtttcagc ctctgcaccc caaagttccc 1 20 
cttgggggag aagcagcatt gaagtgggaa gatttaggct gccccagacc atatctactg 1 80 
gcctttgttt cacatgtcct cattctcagt ctgaccagaa tgcagggccc tgctggactg 240 
tcacctgttt cccagttaaa gccctgactg gcaggttttt taatccagtg gcaaggtgct 300 
cccactccag ggcccagcac atctcctgga ttccttagtg ggcttcagct gtggttgctg 360 
ttctgagtac tgctctcatc acacccccac agagggggtc ttaccacaca aagggagagt 420 
gggccttcag gagatgccgg gctggcctaa cagctcaggt gctcctaaac tccgacacag 480 
agttcctgct ttgggtggat gcatttctca attgtcatca gcctggtggg gctactgcag 540 



tgtgctgcca aatgggacag cacacagcct gtgcacatgg gacatgtgat gggtctcccc 600 
acgggggctg catttcacac tcctccacct gtctcaaact tacaccaagt cccgaagttc 660 
ttcccatcct aacagaagta acccagcaag tcaaggccag gaggaccagg ggtgcagaca 720 
gaacacatac tggaacacag gaggtgctca attactattt gactgactga ctgaatgaat 780 
gaatgaatga ggaagaaaac tgtgggtaat caaactggca taaaatccag tgcactccct 840 
aggaaatccg ggaggtattc tggcttccta agaaacaacg gaagagaagg agcttggatg 900 
aagaaactgt tcagcaagaa gaagggcttc ttcacacttt tatgtgcttg tggatcacct 960 
gaggatctgt gaaaatacag atactgattc agtgggtctg tgtagagcct gagactgcca 1020 
ttctaacatg ttcccagggg atgctgatgc tgctggccct gggactgcac tgcatgcatg 1 080 
tgaagcccta taggtctcag cagaggccca tggagaggga caccagctgc tgttgctgag 1 1 40 
agaggttctt ctctgtgaca tgttggcttt catcagccac cctgggaagc ggaaagtagc 1 200 
tgccactatc tttgtttccc cacctcaggc ctcacacttt cccatgaaaa gggtgaatgt 1260 
atataacctg agccctctcc attcagagtt gttctcccat ctctgagcaa tgggatgttc 1 320 
tgttccgctt ttatgatatc catcacatct tatcttgatc tttgctccca gtggattgta 1 3 80 
cagtgatgac ttttaagccc cacggccctg aaataaaatc cttccaaggg cattggaagc 1440 
tcactccacc tgaaccatgg cttttcatgc ttccaagtgt cagggccttg cccagataga 1 500 
cagggctgac tctgctgccc caacctttca aggaggaaac cagacacctg agacaggagc 1 560 
ctgtatgcag cccagtgcag ccttgcagag gacaaggctg gaggcatttg tcatcactac 1620 
agatatgcaa ctaaaataga cgtggagcaa gagaaatgca ttcccaccga ggccgctttt 1 680 
ttaggcctag ttgaaagtca agaaggacag cagcaagcat aggctcagga ttaaagaaaa 1 740 
aaatctgctc acagtctgtt ctggaggtca catcaccaac aaagctcacg ccctatgcag 1 800 
ttctgagaag gtggaggcac caggctcaaa agaggaaatt tagaatttct cattgggaga 1 860 
gtaaggtacc cccatcccag aatgataact gcacagtggc agaacaaact ccaccctaat 1920 



gtgggtggac cccatccagt ctgttgaagg cctgaatgta acaaaagggc ttattcttcc 1980 
tcaagtaagg gggaactcct gctttgggct gggacataag tttttctgct ttcagacgca 2040 
aactgaaaaa tggctcttct tgggtcttga gcttgctggc atatggactg aaagaaacta 2100 
tgctattgga tctcctggat ctccagcttg ctgactgcag atcttgagat atgtcagcct 2160 
ctacagtcac aagagctaat tcattctaat aaaccaatct ttc 2203 

<210> 13 
<211> 22 
<212> PRT 
<213> human 

<400> 13 

Glu Val Lys Val Ala Ser Thr Pro Val Ser Gly Ser Leu Phe Leu Ala 
15 10 15 

Ser Ser Ala Pro His Arg 
20 

<210> 14 
<211> 2499 
<212> DNA 
<213> Human 

<400> 14 

ctcaatcagc tttatgcaga gaagaagctt actgagctca ctgctggtgc tggtgtaggc 60 

aagtgctgct ttggcaatct gggctgacct ggcttgtctc ctcagaactc cttctccaac 1 20 

cctggagcag gcttccatgc tgctgtgggc gtccttgctg gcctttgctc cagtctgtgg 1 80 



acaatctgca gctgcacaca aacctgtgat ttccgtccat cctccatgga ccacattctt 240 
caaaggagag agagtgactc tgacttgcaa tggatttcag ttctatgcaa cagagaaaac 300 
aacatggtat catcggcact actggggaga aaagttgacc ctgaccccag gaaacaccct 360 
cgaggttcgg gaatctggac tgtacagatg ccaggcccgg ggctccccac gaagtaaccc 420 
tgtgcgcttg ctcttttctt cagactcctt aatcctgcag gcaccatatt ctgtgtttga 480 
aggtgacaca ttggttctga gatgccacag aagaaggaaa gagaaattga ctgctgtgaa 540 
atatacttgg aatggaaaca ttctttccat ttctaataaa agctgggatc ttcttatccc 600 
acaagcaagt tcaaataaca atggcaatta tcgatgcatt ggatatggag atgagaatga 660 
tgtatttaga tcaaatttca aaataattaa aattcaagaa ctatttccac atccagagct 720 
gaaagctaca gactctcagc ctacagaggg gaattctgta aacctgagct gtgaaacaca 780 
gcttcctcca gagcggtcag acaccccact tcacttcaac ttcttcagag atggcgaggt 840 
catcctgtca gactggagca cgtacccgga actccagctc ccaaccgtct ggagagaaaa 900 
ctcaggatcc tattggtgtg gtgctgaaac agtgaggggt aacatccaca agcacagtcc 960 
ctcgctacag atccatgtgc agcggatccc tgtgtctggg gtgctcctgg agacccagcc 1 020 
ctcagggggc caggctgttg aaggggagat gctggtcctt gtctgctccg tggctgaagg 1 080 
cacaggggat accacattct cctggcaccg agaggacatg caggagagtc tggggaggaa 1 1 40 
aactcagcgt tccctgagag cagagctgga gctccctgcc atcagacaga gccatgcagg 1200 
gggatactac tgtacagcag acaacagcta cggccctgtc cagagcatgg tgctgaatgt 1 260 
cactgtgaga gagaccccag gcaacagaga tggccttgtc gccgcgggag ccactggagg 1 320 
gctgctcagt gctcttctcc tggctgtggc cctgctgttt cactgctggc gtcggaggaa 1 380 
gtcaggagtt ggtttcttgg gagacgaaac caggctccct cccgctccag gcccaggaga 1440 
gtcctcccat tccatctgcc ctgcccaggt ggagcttcag tcgttgtatg ttgatgtaca 1 500 
ccccaaaaag ggagatttgg tatactctga gatccagact actcagctgg gagaagaaga 1560 



ggaagctaat acctccagga cacttctaga ggataaggat gtctcagttg tctactctga 1 620 
ggtaaagaca caacacccag ataactcagc tggaaagatc agctctaagg atgaagaaag 1 680 
ttaagagaat gaaaagttac gggaacgtcc tactcatgtg atttctccct tgtccaaagt 1740 
cccaggccca gtgcagtcct tgcggcacct ggaatgatca actcattcca gctttctaat 1 800 
tcttctcatg catatgcatt cactcccagg aatactcatt cgtctactct gatgttggga 1 860 
tggaatggcc tctgaaagac ttcactaaaa tgaccaggat ccacagttaa gagaagaccc 1 920 
tgtagtattt gctgtgggcc tgacctaatg cattccctag ggtctgcttt agagaagggg 1 980 
gataaagaga gagaaggact gttatgaaaa acagaagcac aaattttggt gaattgggat 2040 
ttgcagagat gaaaaagact gggtgacctg gatctctgct taatacatct acaaccattg 2100 
tctcactgga gactcacttg catcagtttg tftaactgtg agtggctgca caggcactgt 2 1 60 
gcaaacaatg aaaagcccct tcacttctgc ctgcacagct tacactgtca ggattcagtt 2220 
gcagattaaa gaacccatct ggaatggttt acagagagag gaatttaaaa gaggacatca 2280 
gaagagctgg agatgcaagc tctaggctgc gcttccaaaa gcaaatgata attatgttaa 2340 
tgtcattagt gacaaagatt tgcaacatta gagaaaagag acacaaatat aaaattaaaa 2400 
acttaagtac caactctcca aaactaaatt tgaacttaaa atattagtat aaactcataa 2460 
taaactctgc ctttaaataa aaaaaaaaaa a a a aaaaaa 2499 

<210> 15 
<211> 505 
<212> PRT 
<213> HUMAN 



<400> 15 



Met Leu Leu Trp Ala Ser Leu Leu Ala Phe Ala Pro Val Cys Gly Gin 
1 5 10 15 



Ser Ala Ala Ala His Lys Pro Val He Ser Val His Pro Pro Trp Thr 
20 25 30 

Thr Phe Phe Lys Gly Glu Arg Val Thr Leu Thr Cys Asn Gly Phe Gin 
35 40 45 

Phe Tyr Ala Thr Glu Lys Thr Thr Trp Tyr His Arg His Tyr Trp Gly 
50 55 60 

Glu Lys Leu Thr Leu Thr Pro Gly Asn Thr Leu Glu Val Arg Glu Ser 
65 70 75 80 

Gly Leu Tyr Arg Cys Gin Ala Arg Gly Ser Pro Arg Ser Asn Pro Val 
85 90 95 

Arg Leu Leu Phe Ser Ser Asp Ser Leu He Leu Gin Ala Pro Tyr Ser 
100 105 110 

Val Phe Glu Gly Asp Thr Leu Val Leu Arg Cys His Arg Arg Arg Lys 
115 120 125 

Glu Lys Leu Thr Ala Val Lys Tyr Thr Trp Asn Gly Ser He Ser Asn 
130 135 140 

Lys Ser Trp Asp Leu Leu lie Pro Gin Ala Ser Ser Asn Asn Asn Gly 
145 150 155 160 

Asn Tyr Arg Cys He Gly Tyr Gly Asp Glu Asn Asp Val Phe Arg Ser 
165 170 175 

Asn Phe Lys lie He Lys He Gin Glu Leu Phe Pro His Pro Glu Leu 
180 185 190 

Lys Ala Thr Asp Ser Gin Pro Thr Glu Gly Asn Ser Val Cys Glu Thr 
195 200 205 

Gin Leu Pro Pro Glu Arg Ser Asp Thr Pro Leu His Phe Asn Phe Phe 
210 215 220 

Arg Asp Gly Glu Val He Leu Ser Asp Trp Ser Thr Tyr Pro Glu Leu 
225 230 235 240 



Gin Leu Pro Thr Val Trp Arg Glu Asn Ser Gly Ser Tyr Trp Cys Gly 
245 250 255 

Ala Glu Thr Val Arg Gly Asn He His Lys His Ser Pro Ser Leu Gin 
260 265 270 

He His Val Gin Arg He Pro Val Ser Gly Val Leu Leu Glu Thr Gin 
275 280 285 

Pro Ser Gly Gly Gin Ala Val Glu Gly Glu Met Leu Val Leu Val Cys 
290 295 300 

Ser Val Ala Glu Gly Thr Gly Asp Thr Thr Phe Ser Trp His Arg Glu 
305 310 315 320 

Asp Met Gin Glu Ser Leu Gly Arg Lys Thr Gin Arg Ser Leu Arg Ala 
325 330 335 

Glu Leu Glu Leu Pro Ala He Arg Gin Ser His Ala Gly Gly Tyr Tyr 
340 345 350 

Cys Thr Ala Asp Asn Ser Tyr Gly Pro Val Gin Ser Met Val Leu Val 
355 360 365 

Arg Glu Thr Pro Gly Asn Arg Asp Gly Leu Val Ala Ala Gly Ala Thr 
370 375 380 

Gly Gly Leu Leu Ser Ala Leu Leu Leu Ala Val Ala Leu Leu Phe His 
385 390 395 400 

Cys Trp Arg Arg Arg Lys Ser Gly Val Gly Phe Leu Gly Asp Glu Thr 
405 410 415 

Arg Leu Pro Pro Ala Pro Gly Pro Gly Glu Ser Ser His Ser He Cys 
420 425 430 

Pro Ala Val Glu Leu Gin Ser Leu Tyr Val Asp Val His Pro Lys Lys 
435 440 445 

Gly Asp Leu Val Tyr Ser Glu He Gin Thr Thr Gin Leu Gly Glu Glu 
450 455 460 

Glu Glu Ala Asn Thr Ser Arg Thr Leu Leu Glu Asp Lys Asp Val Ser 
465 470 475 480 



Val Val Tyr Ser Glu Val Lys Thr Gin His Pro Asp Asn Ser Ala Gly 
485 490 495 

Lys He Ser Ser Lys Asp Glu Glu Ser 
500 505 

<210> 16 

<211> 2970 

<212> DNA 

<213> Human 

<400> 16 

agtgaagggg tttcccatat gaaaaataca gaaagaatta tttgaatact agcaaataca 60 
caacttgata tttctagaga acccaggcac agtcttggag acattactcc tgagagactg 1 20 
cagctgatgg aagatgagcc ccaacttcta aaaatgtatc actaccggga ttgagataca 1 80 
aacagcattt aggaaggtct catctgagta gcagcttcct gccctccttc ttggagataa 240 
gtcgggcttt tggtgagaca gactttccca accctctgcc cggccggtgc ccatgcttct 300 
gtggctgctg ctgctgatcc tgactcctgg aagagaacaa tcaggggtgg ccccaaaagc 360 
tgtacttctc ctcaatcctc catggtccac agccttcaaa ggagaaaaag tggctctcat 420 
atgcagcagc atatcacatt ccctagccca gggagacaca tattggtatc acgatgagaa 480 
gttgttgaaa ataaaacatg acaagatcca aattacagag cctggaaatt accaatgtaa 540 
gacccgagga tcctccctca gaattacaga gcctggaaat taccaatgta agacccgagg 600 
atcctccctc agacatcctg tctttgaagg agacaatgtc attctgagat gtcaggggaa 660 
agacaacaaa aacactcatc aaaaggttta ctacaaggat ggaaaacagc ttcctaatag 720 
ttataattta gagaagatca cagtgaattc agtctccagg gataatagca aatatcattg 780 
tactgcttat aggaagtttt acatacttga cattgaagta acttcaaaac ccctaaatat 840 



ccaagttcaa gagctgtttc tacatcctgt gctgagagcc agctcttcca cgcccataga 900 
ggggagtccc atgaccctga cctgtgagac ccagctctct ccacagaggc cagatgtcca 960 
gctgcaattc tccctcttca gagatagcca gaccctcgga ttgggctgga gcaggtcccc 1 020 
cagactccag atccctgcca tgtggactga agactcaggg tcttactggt gtgaggtgga 1 080 
gacagtgact cacagcatca aaaaaaggag cctgagatct cagatacgtg tacagagagt 1 1 40 
ccctgtgtct aatgtgaatc tagagatccg gcccaccgga gggcagctga ttgaaggaga 1 200 
aaatatggtc cttatttgct cagtagccca gggttcaggg actgtcacat tctcctggca 1 260 
caaagaagga agagtaagaa gcctgggtag aaagacccag cgttccctgt tggcagagct 1 320 
gcatgttctc accgtgaagg agagtgatgc agggagatac tactgtgcag ctgataacgt 1380 
tcacagcccc atcctcagca cgtggattcg agtcaccgtg agaattccgg tatctcaccc 1440 
tgtcctcacc ttcagggctc ccagggccca cactgtggtg ggggacctgc tggagcttca 1 500 
ctgtgagtcc ctgagaggct ctcccccgat cctgtaccga ttttatcatg aggatgtcac 1 560 
cctggggaac agctcagccc cctctggagg aggagcctcc ttcaacctct ctctgactgc 1620 
agaacattct ggaaactact cctgtgatgc agacaatggc ctgggggccc agcacagtca 1680 
tggagtgagt ctcagggtca cagttccggt gtctcgcccc gtcctcaccc tcagggctcc 1 740 
cggggcccag gctgtggtgg gggacctgct ggagcttcac tgtgagtccc tgagaggctc 1 800 
cttcccgatc ctgtactggt tttatcacga ggatgacacc ttggggaaca tctcggccca 1 860 
ctctggagga ggggcatcct tcaacctctc tctgactaca gaacattctg gaaactactc 1 920 
atgtgaggct gacaatggcc tgggggccca gcacagtaaa gtggtgacac tcaatgttac 1 980 
aggaacttcc aggaacagaa caggccttac cgctgcggga atcacggggc tggtgctcag 2040 
catcctcgtc cttgctgctg ctgctgctct gctgcattac gccagggccc gaaggaaacc 2100 
aggaggactt tctgccactg gaacatctag tcacagtcct agtgagtgtc aggagccttc 2 1 60 
ctcgtccagg ccttccagga tagaccctca agagcccact cactctaaac cactagcccc 2220 



aatggagctg gagccaatgt acagcaatgt aaatcctgga gatagcaacc cgatttattc 2280 
ccagatctgg agcatccagc atacaaaaga aaactcagct aattgtccaa tgatgcatca 2340 
agagcatgag gaacttacag tcctctattc agaactgaag aagacacacc cagacgactc 2400 
tgcaggggag gctagcagca gaggcagggc ccatgaagaa gatgatgaag aaaactatga 2460 
gaatgtacca cgtgtattac tggcctcaga ccactagccc cttacccaga gtggcccaca 2520 
ggaaacagcc tgcaccattt ttttttctgt tctctccaac cacacatcat ccatctctcc 2580 
agactctgcc tcctacgagg ctgggctgca gggtatgtga ggctgagcaa aaggtctgca 2640 
aatctcccct gtgcctgatc tgtgtgttcc ccaggaagag agcaggcagc ctctgagcaa 2700 
gcactgtgtt attttcacag tggagacacg tggcaaggca ggagggccct cagctcctag 2760 
ggctgtcgaa tagaggagga gagagaaatg gtctagccag ggttacaagg gcacaatcat 2820 
gaccatttga tccaagtgtg atcgaaagct gttaatgtgc tctctgtata aacaatttgc 2880 
tccaaatatt ttgtttccct tttttgtgtg gctggtagtg gcattgctga tgttttggtg 2940 
tatatgctgt atccttgcta ccatattggg 2970 

<210> 17 
<2U> 732 
<212> PRT 
<213> Human 



<400> 17 

Met Leu Leu Tip Leu Leu Leu Leu He Leu Thr Pro Gly Arg Glu Gin 
15 10 15 

Ser Gly Val Ala Pro Lys Ala Val Leu Leu Leu Asn Pro Pro Trp Ser 
20 25 30 



Thr Ala Phe Lys Gly Glu Lys Val Ala Leu He Cys Ser Ser He Ser 
35 40 45 



His Ser Leu Ala Gin Gly Asp Thr Tyr Trp Tyr His Asp Glu Lys Leu 
50 55 60 

Leu Lys He Lys His Asp Lys He Gin He Thr Glu Pro Gly Asn Tyr 
65 70 75 80 

Gin Cys Lys Thr Arg Gly Ser Ser Leu Ser Asp Ala Val His Val Glu 
85 90 95 

Phe Ser Pro Asp Trp Leu He Leu Gin Ala Leu His Pro Val Phe Glu 
100 105 110 

Gly Asp Asn Val He Leu Arg Cys Gin Gly Lys Asp Asn Lys Asn Thr 
115 120 125 

His Gin Lys Val Tyr Tyr Lys Asp Gly Lys Gin Leu Pro Asn Ser Tyr 
130 135 140 

Asn Leu Glu Lys He Thr Val Asn Ser Val Ser Arg Asp Asn Ser Lys 
145 150 155 160 

Tyr His Cys Thr Ala Tyr Arg Lys Phe Tyr He Leu Asp He Glu Val 
165 170 175 

Thr Ser Lys Pro Leu Asn He Gin Val Gin Glu Leu Phe Leu His Pro 
180 185 190 

Val Leu Arg Ala Ser Ser Ser Thr Pro He Glu Gly Ser Pro Met Thr 
195 200 205 

Leu Thr Cys Glu Thr Gin Leu Ser Pro Gin Arg Pro Asp Val Gin Leu 
210 215 220 

Gin Phe Ser Leu Phe Arg Asp Ser Gin Thr Leu Gly Leu Gly Trp Ser 
225 230 235 240 

Arg Ser Pro Arg Leu Gin He Pro Ala Met Trp Thr Glu Asp Ser Gly 
245 250 255 

Ser Tyr Trp Cys Glu Val Glu Thr Val Thr His Ser He Lys Lys Arg 
260 265 270 



Ser Leu Arg Ser Gin He Arg Val Gin Arg Val Pro Val Ser Asn Val 
275 280 285 



Asn Leu Glu He Arg Pro Thr Gly Gly Gin Leu He Glu Gly Glu Asn 
290 295 300 

Met Val Leu He Cys Ser Val Ala Gin Gly Ser Gly Thr Val Thr Phe 
305 310 315 320 

Ser Trp His Lys Glu Gly Arg Val Arg Ser Leu Gly Arg Lys Thr Gin 
325 330 335 

Arg Ser Leu Leu Ala Glu Leu His Val Leu Thr Val Lys Glu Ser Asp 
340 345 350 

Ala Gly Arg Tyr Tyr Cys Ala Ala Asp Asn Val His Ser Pro He Leu 
355 360 365 

Ser Thr Trp He Arg Val Thr Val Arg He Pro Val Ser His Pro Val 
370 375 380 

Leu Thr Phe Arg Ala Pro Arg Ala His Thr Val Val Gly Asp Leu Leu 
385 390 395 400 

Glu Leu His Cys Glu Ser Leu Arg Gly Ser Pro Pro lie Leu Tyr Arg 
405 410 415 

Phe Tyr His Glu Asp Val Thr Leu Gly Asn Ser Ser Ala Pro Ser Gly 
420 425 430 

Gly Gly Ala Ser Phe Asn Leu Ser Leu Thr Ala Glu His Ser Gly Asn 
435 440 445 

Tyr Ser Cys Asp Ala Asp Asn Gly Leu Gly Ala Gin His Ser His Gly 
450 455 460 

Val Ser Leu Arg Val Thr Val Pro Val Ser Arg Pro Val Leu Thr Leu 
465 470 475 480 

Arg Ala Pro Gly Ala Gin Ala Val Val Gly Asp Leu Leu Glu Leu His 
485 490 495 

Cys Glu Ser Leu Arg Gly Ser Phe Pro He Leu Tyr Trp Phe Tyr His 
500 505 510 



Glu Asp Asp Thr Leu Gly Asn He Ser Ala His Ser Gly Gly Gly Ala 
515 520 525 

Ser Phe Asn Leu Ser Leu Thr Thr Glu His Ser Gly Asn Tyr Ser Cys 
530 535 540 

Glu Ala Asp Leu Gly Ala Gin His Ser Lys Val Val Thr Leu Asn Val 
545 550 555 560 

Thr Gly Thr Ser Arg Asn Arg Thr Gly Leu Thr Ala Ala Gly He Thr 
565 570 575 

Gly Leu Val Leu Ser He Leu Val Leu Ala Ala Ala Ala Ala Leu Leu 
580 585 590 

His Tyr Ala Arg Ala Arg Arg Lys Pro Gly Gly Leu Ser Ala Thr Gly 
595 600 605 

Thr Ser Ser His Ser Pro Ser Glu Cys Gin Glu Pro Ser Ser Ser Arg 
610 615 620 

Pro Ser Arg He Asp Pro Gin Glu Pro Thr His Ser Lys Pro Leu Ala 
625 630 635 640 

Pro Met Glu Leu Glu Pro Met Tyr Ser Asn Val Asn Pro Gly Asp Ser 
645 650 655 

Asn Pro He Tyr Ser Gin lie Trp Ser He Gin His Thr Lys Glu Asn 
660 665 670 

Ser Ala Asn Cys Pro Met Met His Gin Glu His Glu Glu Leu Thr Val 
675 680 685 

Leu Tyr Ser Glu Leu Lys Lys Thr His Pro Asp Asp Ser Ala Gly Glu 
690 695 700 

Ala Ser Ser Arg Gly Arg Ala His Glu Glu Asp Asp Glu Glu Asn Tyr 
705 710 715 720 

Glu Asn Val Pro Arg Val Leu Leu Ala Ser Asp His 
725 730 

<210> 18 



<211> 2529 



<212> DNA 
<213> human 

<400> 18 

tgctgtggtc attgctggtc atctttgatg cagtcactga acaggcagat tcgctgaccc 60 
ttgtggcgcc ctcttctgtc ttcgaaggag acagcatcgt tctgaaatgc cagggagaac 120 
agaactggaa aattcagaag atggcttacc ataaggataa caaagagtta tctgttttca 1 80 
aaaaattctc agatttcctt atccaaagtg cagttttaag tgacagtggt aactatttct 240 
gtagtaccaa aggacaactc tttctctggg ataaaacttc aaatatagta aagataaaag 300 
tccaagagct ctttcaacgt cctgtgctga ctgccagctc cttccagccc atcgaagggg 360 
gtccagtgag cctgaaatgt gagacccggc tctctccaca gaggttggat gttcaactcc 420 
agttctgctt cttcagagaa aaccaggtcc tggggtcagg ctggagcagc tctccggagc 480 
tccagatttc tgccgtgtgg agtgaagaca cagggtctta ctggtgcaag gcagaaacgg 540 
tgactcacag gatcagaaaa cagagcctcc aatcccagat tcacgtgcag agaatcccca 600 
tctctaatgt aagcttggag atccgggccc ccgggggaca ggtgactgaa ggacaaaaac 660 
tgatcctgct ctgctcagtg gctgggggta caggaaatgt cacattctcc tggtacagag 720 
aggccacagg aaccagtatg ggaaagaaaa cccagcgttc cctgtcagca gagctggaga 780 
tcccagctgt gaaagagagt gatgccggca aatattactg tagagctgac aacggccatg 840 
tgcctatcca gagcaaggtg gtgaatatcc ctgtgagaat tccagtgtct cgccctgtcc 900 
tcaccctcag gtctcctggg gcccaggctg cagtggggga cctgctggag cttcactgtg 960 
aggccctgag aggctctccc ccaatcttgt accaatttta tcatgaggat gtcacccttg 1 020 
ggaacagctc ggccccctct ggaggagggg cctccttcaa cctctctttg actgcagaac 1 080 
attctggaaa ctactcctgt gaggccaaca acggcctggg ggcccagtgc agtgaggcag 1 1 40 



tgccagtctc catctcagga cctgatggct atagaagaga cctcatgaca gctggagttc 1200 
tctggggact gtttggtgtc cttggtttca ctggtgttgc tttgctgttg tatgccttgt 1260 
tccacaagat atcaggagaa agttctgcca ctaatgaacc cagaggggct tccaggccaa 1320 
atcctcaaga gttcacctat tcaagcccaa ccccagacat ggaggagctg cagccagtgt 1 380 
atgtcaatgt gggctctgta gatgtggatg tggtttattc tcaggtctgg agcatgcagc 1 440 
agccagaaag ctcagcaaac atcaggacac ttctggagaa caaggactcc caagtcatct 1 500 
actcttctgt gaagaaatca taacacttgg aggaatcaga agggaagatc aacagcaagg 1 560 
atggggcatc attaagactt gctataaaac cttatgaaaa tgcttgaggc ttatcacctg 1620 
ccacagccag aacgtgcctc aggaggcacc tcctgtcatt tttgtcctga tgatgtttct 1680 
tctccaatat cttcttttac ctatcaatat tcattgaact gctgctacat ccagacactg 1740 
tgcaaataaa ttatttctgc taccttctct taagcaatca gtgtgtaaag atttgaggga 1 800 
agaatgaata agagatacaa ggtctcacct tcatctactg tgaagtgatg agaacaggac 1 860 
ttgatagtgg tgtattaact tatttatgtg ctgctggata cagtttgcta atattttgtt 1 920 
gagaattttt gcaaatatgt tcattgggaa tattggcctg aaattttctt ttccactgtg 1980 
tctctgccag aatgtttgta tcaggctgat gctggcttca tagaatgagt taggcaggag 2040 
cccttcctcc ttgatttttt ggcatagttt cagcaggatt ggtaccagtt attctttctg 2 1 00 
catcttgtag aattcagcta tgaatccatc tggtctaggg cttttgtgtt ggttggtaag 2 1 60 
ttttttatta ctaattcaac ttcagcgctt gatattggtc taggaggggt ttctgtctct 2220 
tcctggttca atcttgggag attgtgtgtt tccaggaatt tagccgtttc ctccagattt 2280 
tcttctttat gtgcatcgac ttgagtgtaa acataactta tatgcactgg gaaaccaaaa 2340 
aatctgtgtg acttgcttta ttgcagcatt tgttttattt tggtagtctg gaactgaacc 2400 
tgcaatatca ccaaagtatg catatagttg caaaaatgtg atttttgaca tagtaaatat 2460 
gagtatttgc aataaactat gatattactt ttgtaagtat atagaataaa atgtaaataa 2520 



tctataaaa 



2529 



<210> 19 
<211> 507 
<212> PRT 
<213> human 



<400> 19 

Met Leu Leu Trp Ser Leu Leu Val He Phe Asp Ala Val Thr Glu Gin 
1 5 10 15 

Ala Asp Ser Leu Thr Leu Val Ala Pro Ser Ser Val Phe Glu Gly Asp 
20 25 30 

Ser He Val Leu Lys Cys Gin Gly Glu Gin Asn Trp Lys He Gin Lys 
35 40 45 

Met Ala Tyr His Lys Asp Asn Lys Glu Leu Ser Val Phe Lys Lys Phe 
50 55 60 

Ser Asp Phe Leu lie Gin Ser Ala Val Leu Ser Asp Ser Gly Asn Tyr 
65 70 75 80 

Phe Cys Ser Thr Lys Gly Gin Leu Phe Leu Trp Asp Lys Thr Ser Asn 
85 90 95 

lie Val Lys He Lys Val Gin Glu Leu Phe Gin Arg Pro Val Leu Thr 
100 105 110 

Ala Ser Ser Phe Gin Pro He Glu Gly Gly Pro Val Ser Leu Lys Cys 
115 120 125 

Glu Thr Arg Leu Ser Pro Gin Arg Leu Asp Val Gin Leu Gin Phe Cys 
130 135 140 

Phe Phe Arg Glu Asn Gin Val Leu Gly Ser Gly Trp Ser Ser Ser Pro 
145 150 155 160 



Glu Leu Gin He Ser Ala Val Trp Ser Glu Asp Thr Gly Ser Tyr Trp 
165 170 175 

Cys Lys Ala Glu Thr Val Thr His Arg lie Arg Lys Gin Ser Leu Gin 
180 185 190 

Ser Gin He His Val Gin Arg He Pro He Ser Asn Val Ser Leu Glu 
195 200 205 

He Arg Ala Pro Gly Gly Gin Val Thr Glu Gly Gin Lys Leu Leu Leu 
210 215 220 

Cys Ser Val Ala Gly Gly Thr Gly Asn Val Thr Phe Ser Trp Tyr Arg 
225 230 235 240 

Glu Ala Thr Gly Thr Ser Met Gly Lys Lys Thr Gin Arg Ser Leu Ser 
245 250 255 

Arg Glu Ala Thr Gly Thr Ser Met Gly Lys Lys Thr Gin Arg Ser Leu 
260 265 270 

Ser Cys Arg Ala Asp Asn Gly His Val Pro He Gin Ser Lys Val Val 
275 280 285 

Asn lie Pro Val Arg He Pro Val Ser Arg Pro Val Leu Thr Leu Arg 
290 295 300 

Ser Pro Gly Ala Gin Ala Ala Val Gly Asp Leu Leu Glu Leu His Cys 
305 310 315 320 

Glu Ala Leu Arg Gly Ser Pro Pro He Leu Tyr Gin Phe Tyr His Glu 
325 330 335 

Asp Val Thr Leu Gly Asn Ser Ser Ala Pro Ser Gly Gly Gly Ala Ser 
340 345 350 

Phe Asn Leu Ser Leu Thr Ala Glu His Ser Gly Asn Tyr Ser Cys Glu 
355 360 365 

Ala Asn Asn Gly Leu Gly Ala Gin Cys Ser Glu Ala Val Pro Val Ser 
370 375 380 

He Ser Gly Pro Asp Gly Tyr Arg Arg Asp Leu Met Thr Ala Gly Val 
385 390 395 400 



I 

! 

Leu Tip Gly Leu Phe Gly Val Leu Gly Phe Thr Gly Val Ala Leu Leu 
405 410 415 

Leu Tyr Ala Leu Phe His Lys He Ser Gly Phe Thr Gly Val Ala Leu 
420 425 430 

Leu Leu Tyr Ala Leu Phe His Lys He Ser Gly Glu Phe Thr Tyr Ser 
435 440 445 

Ser Pro Thr Pro Asp Met Glu Glu Leu Gin Pro Val Tyr Val Asn Val 
450 455 460 

Gly Ser Val Asp Val Asp Val Val Tyr Ser Gin Val Trp Ser Met Gin 
465 470 475 480 

Gin Pro Glu Ser Ser Ala Asn He Arg Thr Leu Leu Glu Asn Lys Asp 
485 490 495 

Ser Gin Val He Tyr Ser Ser Val Lys Lys Ser 
500 505 

<210> 20 

<211> 2303 

<212> DNA 

<213> human 

<400> 20 

gaggcatctc taggtaccat ccctgacctg gtcctcatgc tgccgaggct gttgctgttg 60 
atctgtgctc cactctgtga acctgccgag ctgtttttga tagccagccc ctcccatccc 1 20 
acagagggga gcccagtgac cctgacgtgt aagatgccct ttctacagag ttcagatgcc 1 80 
cagttccagt tctgcttttt cagagacacc cgggccttgg gcccaggctg gagcagctcc 240 
cccaagctcc agatcgctgc catgtggaaa gaagacacag ggtcatactg gtgcgaggca 300 
cagacaatgg cgtccaaagt cttgaggagc aggagatccc agataaatgt gcacagggtc 360 
cctgtcgctg atgtgagctt ggagactcag cccccaggag gacaggtgat ggagggagac 420 



aggctggtcc tcatctgctc agttgctatg ggcacaggag acatcacctt cctttggtac 480 
aaaggggctg taggtttaaa ccttcagtca aagacccagc gttcactgac agcagagtat 540 
gagattcctt cagtgaggga gagtgatgct gagcaatatt actgtgtagc tgaaaatggc 600 
tatggtccca gccccagtgg gctggtgagc atcactgtca gaatcccggt gtctcgccca 660 
atcctcatgc tcagggctcc cagggcccag gctgcagtgg aggatgtgct ggagcttcac 720 
tgtgaggccc tgagaggctc tcctccaatc ctgtactggt tttatcacga ggatatcacc 780 
ctggggagca ggtcggcccc ctctggagga ggagcctcct tcaacctttc cctgactgaa 840 
gaacattctg gaaactactc ctgtgaggcc aacaatggcc tgggggccca gcgcagtgag 900 
gcggtgacac tcaacttcac agtgcctact ggggccagaa gcaatcatct tacctcagga 960 
gtcattgagg ggctgctcag cacccftggt ccagccaccg tggccttatt attttgctac 1020 
ggcctcaaaa gaaaaatagg aagacgttca gccagggatc cactcaggag ccttcccagc 1 080 
cctctacccc aagagttcac ctacctcaac tcacctaccc cagggcagct acagcctata 1 140 
tatgaaaatg tgaatgttgt aagtggggat gaggtttatt cactggcgta ctataaccag 1 200 
ccggagcagg aatcagtagc agcagaaacc ctggggacac atatggagga caaggtttcc 1260 
ttagacatct attccaggct gaggaaagca aacattacag atgtggacta tgaagatgct 1 320 
atgtaaggtt atggaagatt ctgctctttg aaaaccatcc atgaccccaa gcctcaggcc 1 380 
tgatatgttc ttcagagatc ctggggcatt agctttccag tatacctctt ctggatgcca 1440 
ttctccatgg cactattcct tcatctactg tgaagtgaag ttggcgcagc cctgaagaaa 1 500 
ctacctagga gaactaatag acacaggagt gacagggact ttgttatcag aaccagattc 1 560 
ctgccggctc ctttgaaaac aggtcatatt gtgctcttct gtttacaaga ggaaacaaga 1 620 
tggaataaaa gaaattggga tcttgggttg gagggacagt gaagcttaga gcacatgaac 1 680 
tcaaggttag tgactctgca ggacttcaca gagagagctg tgcccatcat tcagtccaag 1 740 
tgctttctct gcccagacag cacagaactc cagccccgct acttacatgg atcatcgagt 1800 



ttccacctaa aatatgattc tatttatttt gagtcactgt taccaaatta gaactaaaac 1 860 
aaagttacat aaaaagttat tgtgactcca cttaatttta gtgacgtatt tttgtatata 1 920 
taggccaacc tataccacat ccaaaattat gtatctatta cagcccctag aagctttata 1980 
aatacagtgt gtcttctttt attcacaaaa tttttgaaat cgtggtaata tggtttgaaa 2040 
cctgtatctt aattattttt tttttaaatt gagacagggt ctcactctgt cactcaatct 2100 
ggaatgcagt ggcacaatct tgcctcactg caacgcctgc ctctcaggct caagcaaacc 2160 
tctcacctca gcctgctgag tagctgggac tacaggcaca tgccaccaaa cttggccatt 2220 
ttttgtctta cgtagagaca agatttcacc gttttgccca ggctggtctc aaactcctgg 2280 
gctcaagcaa tgtattgaat ttt 2303 

<210> 21 
<211> 429 
<212> PRT 
<213> human 

<400> 21 

Met Leu Pro Arg Leu Leu Leu Leu lie Cys Ala Pro Leu Cys Glu Pro 
15 10 15 

Ala Glu Leu Phe Leu He Ala Ser Pro Ser His Pro Thr Glu Gly Ser 
20 25 30 

Pro Val Thr Leu Thr Cys Lys Met Pro Phe Leu Gin Ser Ser Asp Ala 
35 40 45 

Gin Phe Gin Phe Cys Phe Phe Arg Asp Thr Arg Ala Leu Gly Pro Gly 
50 55 60 

Trp Ser Ser Ser Pro Lys Leu Gin He Ala Ala Met Trp Lys Glu Asp 
65 70 75 80 



Thr Gly Ser Tyr Tip Cys Glu Ala Gin Thr Met Ala Ser Lys Val Leu 
85 90 95 

Arg Ser Arg Arg Ser Gin He Asn Val His Arg Val Pro Val Ala Asp 
100 105 110 

Val Ser Leu Glu Thr Gin Pro Pro Gly Gly Gin Val Met Glu Gly Asp 
115 120 125 

Arg Leu Val Leu He Cys Ser Val Ala Met Gly Thr Gly Asp He Thr 
130 135 140 

Phe Leu Trp Tyr Lys Gly Ala Val Gly Leu Asn Leu Gin Ser Lys Thr 
145 150 155 160 

Gin Arg Ser Leu Thr Ala Glu Tyr Glu He Pro Ser Val Arg Glu Ser 
165 170 175 

Asp Ala Glu Gin Tyr Tyr Cys Val Ala Glu Asn Gly Tyr Gly Pro Ser 
180 185 190 

Pro Ser Gly Leu Val Ser He Thr Val Arg lie Pro Val Ser Arg Pro 
195 200 205 

He Leu Met Leu Arg Ala Pro Arg Ala Gin Ala Ala Val Glu Asp Val 
210 215 220 

Leu Glu Leu His Cys Glu Ala Leu Arg Gly Ser Pro Pro He Leu Tyr 
225 230 235 240 

Trp Phe Tyr His Glu Asp He Thr Leu Gly Ser Arg Ser Ala Pro Ser 
245 250 255 

Gly Gly Gly Ala Ser Phe Asn Leu Ser Leu Thr Glu Glu His Ser Gly 
260 265 270 

Asn Tyr Ser Cys Glu Ala Asn Asn Gly Leu Gly Ala Gin Arg Ser Glu 
275 280 285 

Ala Val Thr Leu Asn Phe Thr Val Pro Thr Gly Ala Arg Ser Asn His 
290 295 300 

Leu Thr Ser Gly Val He Glu Gly Leu Leu Ser Thr Leu Gly Pro Ala 
305 310 315 320 



Thr Val Ala Leu Leu Phe Cys Tyr Gly Leu Lys Arg Lys He Gly Arg 
325 330 335 

Arg Ser Ala Arg Asp Pro Leu Arg Ser Leu Pro Ser Pro Leu Pro Gin 
340 345 350 

Glu Phe Thr Tyr Leu Asn Ser Pro Thr Pro Gly Gin Leu Gin Pro lie 
355 360 365 

Tyr Glu Asn Val Asn Val Val Ser Gly Asp Glu Val Tyr Ser Leu Ala 
370 375 380 

Tyr Tyr Asn Gin Pro Glu Gin Glu Ser Val Ala Ala Glu Thr Leu Gly 
385 390 395 400 

Thr His Met Glu Asp Lys Val Ser Leu Asp He Tyr Ser Arg Leu Arg 
405 410 415 

Lys Ala Asn lie Thr Asp Val Asp Tyr Glu Asp Ala Met 
420 425 

<210> 22 

<211> 90 

<212> DNA 

<213> human 

<400> 22 

tcccactgac gcatgcagga aggggcacct ccccttaacc acactgctct gtacggggca 
cgtgggcaca ggtgcacact cacactcaca 90 

<210> 23 
<211> 89 
<212> DNA 
<213> human 



<400> 23 

ggcctgacag caacttttct tctactagtt catcttaaca cactgctctg tacggggcac 60 
gtgggcacag gtgcacactc acactcaca 89 

<210> 24 
<211> 89 
<212> DNA 
<213> human 

<400> 24 

ggcctgacag caacttttct tctactagtt catcttaact ttatcctggt aactggcgag 60 
acaacctgtc ttaagtaact gaagggaaa 89 

<210> 25 
<211> 89 
<212> DNA 
<213> human 

<400> 25 

ggcctgacag caacttttct tctactagtt catcttaact ttatcctggt aactggcgag 60 
acaacctgtc ttaagtaact gaagggaaa 89 



<210> 26 
<211> 77 
<212> DNA 



<213> human 



<400> 26 

tcccactgac gcaggaagga tcttaagttt atcctggtaa ctggcgagac aacctgtctt 60 
aagtaactga agggaaa 77 

<210> 27 
<211> 90 
<212> DNA 
<213> human 

<400> 27 

tcccactgac gcatgcagga aggggcacct ccccttaacc acactgctct gtacggggca 60 
cgtgggcaca ggtgcacact cacactcaca 90 

<210> 28 
<211> 8259 
<212> DNA 
<213> HUMAN 

<400> 28 

cggtgcagtg tcctgactgt aagatcaagt ccaaacctgt tttggaattg aggaaacttc 60 
tcttttgatc tcagcccttg gtggtccagg tcttcatgct gctgtgggtg atattactgg 1 20 
tcctggctcc tgtcagtgga cagtttgcaa ggacacccag gcccattatt ttcctccagc 1 80 
ctccatggac cacagtcttc caaggagaga gagtgaccct cacttgcaag ggatttcgct 240 



ctactcacca cagaaaacaa aatggtacca tcggtacctt gggaaagaaa tactaagaga 300 
aaccccagac aatatcctta ggttcaggaa tctggagagt acagatgcca ggcccagggc 360 
tcccctctca gtagccctgt gcacttggat ttttcttcag cttcgctgat cctgcaagct 420 
ccactttctg tgtttgaagg agactctgtg gttctgaggt gccgggcaaa ggcggaagta 480 
acactgaata atactattta caagaatgat aatgtcctgg cattccttaa taaaagaact 540 
gacttccata ttcctcatgc atgtctcaag gacaatggtg catatcgctg tactggatat 600 
aaggaaagtt gttgccctgt ttcttccaat acagtcaaaa tccaagtcca agagccattt 660 
acacgtccag tgctgagagc cagctccttc cagcccatca gcgggaaccc agtgaccctg 720 
acctgtgaga cccagctctc tctagagagg tcagatgtcc cgctccggtt ccgcttcttc 780 
agagatgacc agaccctggg attaggctgg agtctctccc cgaatttcca gattactgcc 840 
atgtggagta aagattcagg gttctactgg tgtaaggcag caacaatgcc tcacagcgtc 900 
atatctgaca gccccgagat cctggataca ggtgcagatc cctgcatctc atcctgtcct 960 
cactctcagc cctgaaaagg ctctgaattt tgagggaacc aaggtgacac ttcactgtga 1020 
aacccaggaa gattctctgc gcactttgta caggttttat catgagggtg tccccctgag 1 080 
gcacaagtca gtccgctgtg aaaggggagc atccatcagc ttctcactga ctacagagaa 1 140 
ttcagggaac tactactgca cagctgacaa tggccttggc gccaagccca gtaaggctgt 1 200 
gagcctctca gtcactgttc ccgtgtctca tcctgtcctc aacctcagct ctcctgagga 1260 
cctgattttt gagggagcca aggtgacact tcactgtgaa gcccagagag gttcactccc 1 320 
catcctgtac cagtttcatc atgaggatgc tgccctggag cgtaggtcgg ccaactctgc 1380 
aggaggagtg gcccatcagc ttctctctga ctgcagagca ttcagggaac tactactgca 1 440 
cagctgacaa tggctttggc ccccagcgca gtaaggcggt gagcctctcc atcactgtcc 1 500 
ctgtgtctca tcctgtcctc accctcagct ctgctgaggc cctgactttt gaaggagcca 1 560 
ctgtgacact tcactgtgaa gtccagagag gttccccaca aatcctatac cagttttatc 1 620 



atgaggacat gcccctgtgg agcagctcaa caccctctgt gggaagagtg tccttcagct 1680 
tctctctgac tgaaggacat tcagggaatt actactgcac agctgacaat ggctttggtc 1740 
cccagcgcag tgaagtggtg gcctttttgt cactgttcca gtgtctcgcc ccatcctcac 1800 
cctcagggtt cccagggccc aggctgtggt gggggacctg gtaagtgctg ggttcttgcc 1 860 
agtcacccac ccctggctga gttctctctc acccattcct ttaagctgga gcttcactgt 1 920 
gaggccccga gaggctctcc cccaatcctg tactggtttt atcatgagga tgtcaccctg 1 980 
gggaaaatct gtttgcactg tccagtttcc tcccctaatc aacttaatcc ccttcttggc 2040 
ttcctcctca actaactagc tggggcagct cagccccctc tggaggagaa gcttctttca 2 1 00 
acctctctct gactgcagaa cattctggaa actactcatg tgagttttcc gtactcataa 21 60 
gtcctggctc agccagaccc ctaaaacagc tcagtagatt ccccagcttt taccaaatga 2220 
attgccaaca atggcctagt ggcccagcac agtgacacaa tatcactcag tgttatagtt 2280 
ccagtatctc gtcccatcct cactatttat tgtattttct cctcattcct tgtatgttcc 2340 
aacagtacgc caatttttct tgatgcacgg agcgtgtcct actcttcagg gctcccaggg 2400 
cccaggctgt ggtgggggac ctgctggagc ttcactgtga ggccctgaga ggctcctccc 2460 
caatctctac tgacatttac atattaactt agctacaagc acagtcttat agataaatat 2520 
tggtcaagac cttaaattct ccatcctgta ctggttttat catgaagatg tcaccctggg 2580 
taagatctca gccccctctg gaggaggggc ctccttcaac ctcaaggatt tccaatctta 2640 
tggtagattt ggagaaagct gctggtgaac aaagggggaa atggctccct aggaaccaac 2700 
tcctctctga ctacagaaca ttctggaatc tactcctgtg aggcagacaa tggtctggag 2760 
gcccagcgca gtgagatggt gactcaaact tctggagttt ttatgatccc ttgttttcta 2820 
acctgctaaa atcagtatca ttttattgta ttattttaaa aaaactgaaa gttgcagttc 2880 
cggtgtctcg cccggtcctc accctcaggg ctcccgggac ccatgctgcg gtgggggacc 2940 
tgcggtgagt gggccctgcc caccagcagc acatctgaga actgactgtg cctgttctcc 3000 



ctgcagctga actattgttg aagtatgaca tacattcaag aaacgtgtgc aaattgtatg 3060 
tgtacgattt ggtgtctttt taggagctaa tggagcttca ctgtgaggcc ctgagaggct 3 1 20 
ctcccctgat cctgtaccgg ttttttcatg aggatgtcac cctaggaaat aaatggagcc 3 1 80 
acagagctcc tcagggctgt ttgcttgtgt ggcatcccag cacacttcct gcctgcagaa 3240 
cctccctgtg gttgcttctg tttttacttg aatctttgtt tatagaaact gggggaaagt 3300 
ttactttctt ttcagagaag ccaaatggta aggtcgtccc cctctggagg agcgtcctta 3360 
aacctctctc tgactgcaga gcactctgga aactactcct gtgaggcccg aaaagtctcg 3420 
gatcctttgt ggtatggttc caggaatctg atgtttccca gcagtcttct tgaagatgat 3480 
caaagcacct ctgatagaaa aatcttgagc ctgatgtgtc agacatgccc ctagcataac 3540 
ttgttgagta aagaggttat ttttaaaatg tcaatggcct cggggcccag cgcagtgaga 3600 
cagtgacact ttatatcaca gggctgaccg cgaacagaag tggccctttt gactaaaaat 3660 
gcaaataaga cttttttaga acataaacta tattctgaac tgaaattatt acatgaaaat 3720 
gaaaccaaag agaatgttct gagactactc caaagtcaga gccaaatcta ctaggaagct 3780 
tctagacttc actcattctg catcccatta cccacaggag tcgccggggg cctgctcagc 3840 
atagcaggcc ttgctgcggg ggcactgctg ctctactgct ggctctcgag aattctgagc 3900 
atatgtttct ctgccgtaga aaggattaag ctgtttcttg tccggattct tctctcattg 3960 
acttctaaga atatcttttt atccatgttt tactttcttc tcatattcag cagcatctta 4020 
agcctcttta ttttctgttt cttgactgtc aaaagcaggg agaaagcctg cctctgaccc 4080 
cgccaggagc ccttcagact cggactccca agagcccacc tatcacaatg tgcctctact 4 1 40 
cttgagtctc tttcattact ggggatgtaa atgttcctta catttccaca ttaaaaatcc 4200 
tatgttaacg acccttaatg ccagtagaat gtaagcttca tgagaacaga actgcatcca 4260 
tcttggtctt cacaacatcc ctgtgcctac taccagcctg ggaagagctg caaccagtgt 4320 
acactaatgc aaatcctaga ggagaaaatg tggtttactc agaagtacgg aaaaaacagt 4380 



gtttggcaca cagtaggtcc tcagtcaaca tttgtaattt agtggacaga tgatatgaca 4440 
agatgataag aggggatcat ccaagagaaa aagaaacatg cagtggcctc tgaccccagg 4500 
catctcagga acaagggttc ccctatcatc tactctttta aaaaaatcat ctagcaaagc 4560 
ccaagaggaa aaaaaacaaa gctattttag aaatgaaata ccaatttgaa gcagtagaag 4620 
ttaaggtggc gtcaaccccg gtttccggat ccctgttctt ggcttcctca gctcctcaca 4680 
gatgagtcca cacgtcagaa tagattggat atctttgaaa accattaatt gaatgaagaa 4740 
ccaatttgag aaaacaatac agaatgcaaa gtagaatctc caactgctgt ttcagcctct 4800 
gcaccccaaa gttccccttg ggggagaagc agcattgaag tgggaagatt taggctagat 4860 
acagaaataa aggcaaaagt tataatatgg aaatcagaca atggatttgt ctgtatccag 4920 
ttatgtggat aattaagccc cagaccatat ctactggcct ttgtttcaca tgtcctcatt 4980 
ctcagtctga ccagaatgca gggccctgct ggactgaatg gagaccctca gaaaattgaa 5040 
ccgaagagta aaatgaaact caaaaatgta gtagaaattg ttgggaagta aagaaatcac 5 1 00 
ctgtttccca gttaaagccc tgactggcag gttttttaat ccagtggcaa ggtgctccca 5 1 60 
ctccagggcc cagcacactt gaatatgtag atcagaacat atatgttgat gacgttattg 5220 
actttgaggt taaaaatata tatatgtgcc tatgatatct cctggattcc ttagtgggct 5280 
tcagctgtgg ttgctgttct gagtactgct ctcatcacac ccccacagag ggggtctatg 5340 
gggaaaaaag cagtcgtctc agaaagaaaa acatcaagtt agtcttagac tttgcagtgc 5400 
actcagtacc aaagagttac cacacaaagg gagagtgggc cttcaggaga tgccgggctg 5460 
gcctaacagc tcaggtgctc ctaaactccg acacagagtt cctgctttgg gtggatgcat 5520 
ttctcaattg tcatcagcct ggtggggcta ctgcagtgtg ctgccaaatg ggacagcaca 5580 
cagcctgtgc acatgggaca tgtgatgggt ctccccacgg gggctgcatt tcacactcct 5640 
ccacctgtct caaactctaa ggtcggcact tgacaccaag gtaacttctc tcctgctcat 5700 
gtgtcagtgt ctacctgccc aagtaagtgg ctttcataca ccaagtcccg aagttcttcc 5760 



catcctaaca gaagtaaccc agcaagtcaa ggccaggagg accaggggtg cagacagaac 5820 
acatactgga acacaggagg tgctcaatta ctatttgact gactgactga atgaatgaat 5880 
gaatgaggaa gaaaactgtg ggtaatcaaa ctggcataaa atccagtgca ctccctagga 5940 
aatccgggag gtattctggc ttcctaagaa acaacggaag agaaggagct tggatgaaga 6000 
aactgttcag caagaagaag ggcttcttca cacttttatg tgcttgtgga tcacctgagg 6060 
atctgtgaaa atacagatac tgattcagtg ggtctgtgta gagcctgaga ctgccattct 6 1 20 
aacatgttcc caggggatct cctggattcc ttagtgggct tcagctgtgg ttgctgttct 6180 
gagtactgct ctcatcacac ccccacagag ggggtctatg gggaaaaaag cagtcgtctc 6240 
agaaagaaaa acatcaagtt agtcttagac tttgcagtgc actcagtacc aaagagttac 6300 
cacacaaagg gagagtgggc cttcaggaga tgccgggctg gcctaacagc tcaggtgctc 6360 
ctaaactccg acacagagtt cctgctttgg gtggatgcat ttctcaattg tcatcagcct 6420 
ggtggggcta ctgcagtgtg ctgccaaatg ggacagcaca cagcctgtgc acatgggaca 6480 
tgtgatgggt ctccccacgg gggctgcatt tcacactcct ccacctgtct caaactctaa 6540 
ggtcggcact tgacaccaag gtaacttctc tcctgctcat gtgtcagtgt ctacctgccc 6600 
aagtaagtgg ctttcataca ccaagtcccg aagttcttcc catcctaaca gaagtaaccc 6660 
agcaagtcaa ggccaggagg accaggggtg cagacagaac acatactgga acacaggagg 6720 
tgctcaatta ctatttgact gactgactga atgaatgaat gaatgaggaa gaaaactgtg 6780 
ggtaatcaaa ctggcataaa atccagtgca ctccctagga aatccgggag gtattctggc 6840 
ttcctaagaa acaacggaag agaaggagct tggatgaaga aactgttcag caagaagaag 6900 
ggcttcttca cacttttatg tgcttgtgga tcacctgagg atctgtgaaa atacagatac 6960 
tgattcagtg ggtctgtgta gagcctgaga ctgccattct aacatgttcc caggggatgc 7020 
tgatgctgct ggccctggga ctgcactgca tgcatgtgaa gccctatagg tctcagcaga 7080 
ggcccatgga gagggaatgt gtggctctgg ctgcccaggg cccaactcgg ttcacacgga 7 1 40 



tcgtgctgct ccctggccag cctttggcca cagcaccacc agctgctgtt gctgagagag 7200 
cttcttctct gtgacatgtt ggctttcatc agccaccctg ggaagcggaa agtagctgcc 7260 
actatctttg tttccccacc tcaggcctca cactttccca tgaaaagggt gaatgtatat 7320 
aacctgagcc ctctccattc agagttgttc tcccatctct gagcaatggg atgttctgtt 7380 
ccgcttttat gatatccatc acatcttatc ttgatctttg ctcccagtgg attgtacagt 7440 
gatgactttt aagccccacg gccctgaaat aaaatccttc caagggcatt ggaagctcac 7500 
tccacctgaa ccatggcttt tcatgcttcc aagtgtcagg gccttgccca gatagacagg 7560 
gctgactctg ctgccccaac ctttcaagga ggaaaccaga cacctgagac aggagcctgt 7620 
atgcagccca gtgcagcctt gcagaggaca aggctggagg catttgtcat cactacagat 7680 
atgeaaetaa aatagacgtg gagcaagaga aatgcattcc caccgaggcc gcttttttag 7740 
gcctagttga aagtcaagaa ggacagcagc aagcataggc tcaggattaa agaaaaaaat 7800 
ctgctcacag tctgttctgg aggtcacatc accaacaaag ctcacgccct atgcagttct 7860 
gagaaggtgg aggcaccagg ctcaaaagag gaaatttaga atttctcatt gggagagtaa 7920 
ggtaccccca tcccagaatg ataactgcac agtggcagaa caaactccac cctaatgtgg 7980 
gtggacccca tccagtctgt tgaaggcctg aatgtaacaa aagggcttat tcttcctcaa 8040 
gtaaggggga actcctgctt tgggctggga cataagtttt tctgctttca gacgcaaact 8 1 00 
gaaaaatggc tcttcttggg tcttgagctt gctggcatat ggactgaaag aaactatgct 8 1 60 
attggatctc ctggatctcc agcttgctga ctgcagatct tgagatatgt cagcctctac 8220 
agtcacaaga gctaattcat tctaataaac caatctttc 8259 



<210> 29 
<211> 877 
<212> PRT 



<213> HUMAN 



<400> 29 

Met Leu Leu Tip Val He Leu Leu Val Leu Ala Pro Val Ser Cys Thr 
1 5 10 15 

Gin Phe Ala Arg Thr Pro Arg Pro He lie Phe Leu Gin Pro Pro Tip 
20 25 30 

Thr Thr Val Phe Gin Gly Glu Arg Val Thr Leu Thr Cys Lys Gly Phe 
35 40 45 

Arg Phe Tyr Ser Pro Gin Lys Thr Lys Tip Tyr His Arg Tyr Leu Gly 
50 55 60 

Lys Glu He Leu Arg Glu Thr Pro Asp Asn Tie Leu Glu Val Gin Glu 
65 70 75 80 

Ser Gly Glu Tyr Arg Cys Gin Ala Gin Gly Ser Pro Leu Ser Ser Pro 
85 90 95 

Val His Leu Asp Phe Ser Ser Ala Ser Leu He Leu Gin Ala Pro Leu 
100 105 110 

Ser Val Phe Glu Gly Asp Ser Val Val Leu Arg Cys Arg Ala Lys Ala 
115 120 125 

Glu Val Thr Leu He Tyr Lys Asn Asp Asn Val Leu Ala Phe Leu Asn 
130 135 140 

Lys Arg Thr Asp Phe His He Pro His Ala Cys Leu Lys Asp Asn Gly 
145 150 155 160 

Ala Tyr Arg Cys Thr Gly Tyr Lys Glu Ser Cys Cys Pro Val Ser Ser 
165 170 175 

Asn Thr Val Lys He Gin Val Gin Glu Pro Phe Thr Arg Pro Val Leu 
180 185 190 

Arg Ala Ser Ser Phe Gin Pro lie Ser Gly Asn Pro Val Thr Leu Thr 
195 200 205 



Cys Glu Thr Gin Leu Ser Leu Glu Arg Ser Asp Val Pro Leu Arg Phe 
210 215 220 



Arg Phe Phe Arg Asp Asp Gin Thr Leu Gly Leu Gly Trp Ser Leu Ser 
225 230 235 240 

Pro Asn Phe Gin He Thr Ala Met Trp Ser Lys Asp Ser Gly Phe Tyr 
245 250 255 

Trp Cys Lys Ala Thr Met Pro His Ser Val He Ser Asp Ser Pro Arg 
260 265 270 

Ser Trp He Gin Val Gin He Pro Ala Ser His Pro Val Leu Thr Leu 
275 280 285 

Ser Pro Glu Lys Ala Leu Asn Phe Glu Gly Thr Lys Val Thr Leu His 
290 295 300 

Cys Glu Thr Gin Glu Asp Ser Leu Arg Thr Leu Tyr Arg Phe Tyr His 
305 310 315 320 

Glu Gly Val Pro Leu Arg His Lys Ser Val Arg Cys Glu Arg Gly Ala 
325 330 335 

Ser He Ser Phe Ser Leu Thr Thr Glu Asn Ser Gly Asn Tyr Tyr Cys 
340 345 350 

Thr Ala Asp Asn Gly Leu Gly Ala Lys Pro Ser Lys Ala Val Ser Leu 
355 360 365 

Ser Val Thr Val Pro Val Ser His Pro Val Leu Ser Pro Glu Asp Leu 
370 375 380 

lie Phe Glu Gly Ala Lys Val Thr Leu His Cys Glu Ala Gin Arg Gly 
385 390 395 400 

Ser Leu Pro He Leu Tyr Gin Phe His His Glu Asp Ala Ala Leu Glu 
405 410 415 

Arg Arg Ser Ala Asn Ser Ala Gly Gly Val Ala He Ser Phe Ser Leu 
420 425 430 

Thr Ala Glu His Ser Gly Asn Tyr Tyr Cys Thr Ala Asp Asn Gly Phe 
435 440 445 



Gly Pro Gin Arg Ser Lys Ala Val Ser Leu Ser He Thr Val Pro Val 
450 455 460 



Ser His Pro Val Leu Thr Leu Ser Ser Ala Glu Ala Leu Thr Phe Glu 
465 470 475 480 

Gly Ala Thr Val Thr Leu His Cys Glu Val Gin Arg Gly Ser Pro Gin 
485 490 495 

He Leu Tyr Gin Phe Tyr His Glu Asp Met Pro Leu Tip Ser Ser Ser 
500 505 510 

Thr Pro Ser Val Gly Arg Val Ser Phe Ser Phe Ser Leu Thr Glu Gly 
515 520 525 

His Ser Gly Asn Tyr Tyr Cys Thr Ala Asp Asn Gly Phe Gly Pro Gin 
530 535 540 

Arg Ser Glu Val Val Ser Leu Phe Val Thr Val Pro Val Ser Arg Pro 
545 550 555 560 

He Leu Thr Leu Arg Val Pro Arg Ala Gin Ala Val Val Gly Asp Leu 
565 570 575 

Gly Lys Cys Trp Val Leu Ala Ser His Pro Pro Leu Ala Glu Phe Ser 
580 585 590 

Leu Thr His Ser Phe Lys Leu Glu Leu His Cys Glu Ala Pro Arg Gly 
595 600 605 

Ser Pro Pro He Leu Tyr Trp Phe Tyr His Glu Asp Val Thr Leu Gly 
610 615 620 

Ser Asn Leu Phe Ala Leu Ser Ser Phe Leu Pro Ser Ser Ala Pro Ser 
625 630 635 640 

Gly Gly Glu Ala Ser Phe Leu Thr Ala Glu His Ser Gly Cys Glu Ala 
645 650 655 

Asn Asn Gly Leu Val Ala Gin His Ser Asp Thr lie Ser Leu Ser Val 
660 665 670 

He Val Pro Val Ser Arg Pro He Leu Thr Phe Arg Ala Pro Arg Ala 
675 680 685 



Gin Ala Val Val Gly Asp Leu Leu Glu Leu His Cys Glu Ala Leu Arg 
690 695 700 



Gly Ser Ser Pro He Leu Tyr Tip Phe Tyr His Glu Asp Val Thr Leu 
705 710 715 720 

Gly Lys He Ser Ala Pro Ser Gly Gly Gly Ala Ser Phe Leu Thr Thr 
725 730 735 

Glu His Ser Gly He Tyr Ser Cys Glu Ala Asp Asn Gly Leu Glu Ala 
740 745 750 

Gin Arg Ser Glu Met Val Thr Leu Lys Val Ala Val Pro Val Ser Arg 
755 760 765 

Pro Val Leu Thr Leu Arg Ala Pro Gly Thr His Ala Ala Val Gly Asp 
770 775 780 

Leu Leu Glu Leu His Cys Glu Ala Leu Arg Gly Ser Pro Leu He Leu 
785 790 795 800 

Tyr Arg Phe Phe His Glu Asp Val Thr Leu Gly Ser Pro Ser Gly Gly 
805 810 815 

Ala Ser Leu Leu Thr Ala Glu His Ser Gly Cys Glu Ala Asp Asn Gly 
820 825 830 

Leu Gly Ala Gin Arg Ser Glu Thr Val Thr Leu Tyr lie Thr Gly Leu 
835 840 845 

Thr Ala Gly Pro Phe Ala Glu Glu Val Lys Val Ala Ser Thr Pro Val 
850 855 860 

Ser Gly Ser Leu Phe Leu Ala Ser Ser Ala Pro His Arg 
865 870 875 

<210> 30 

<211> 843 

<212> DNA 



<213> HUMAN 



<400> 30 

ctcaatcagc tttatgcaga gaagaagctt actgagctca ctgctggtgc tggtgtaggc 60 
aagtgctgct ttggcaatct gggctgacct ggcttgtctc ctcagaactc cttctccaac 120 
cctggagcag gcttccatgc tgctgctgtg ggcgtccttg ctggcctttg ctccagtctg 180 
tggacaatct ggctcttgct ctgttgcaga ttggcagatg ccgccgcctc cctatgtggt 240 
gctggacttg ccgcaggaga ccctggagga ggagaccccc ggcgccaacc tgtggcccac 300 
caccatcacc ttcctcaccc tcttcctgct gagcctgttc tatagcacag cactgaccgt 360 
gaccagcgtc cggggcccat ctggcaacag ggagggcccc actactgagc gggagccggc 420 
aaggcacagg tgggagccca ggagggggat gagcccacag tggatgaggt gggctgcagt 480 
gcttggctaa gagggagagc accacctgct cccactgtgg ggggacgtgc tctcctgggg 540 
ggcccttcac agacactgac gacacgcgca ggcccagggt cagggctgag cttccctcca 600 
gtgcagtaac gaggattccg tccaggctcc catgagcagg ccagggctga gacagagggc 660 
gttggcaagg atgctgctct tcaggctgtg acccctctgt ctttgcaggg aggaagtgtg 720 
gaggaacctc ttggagaagc cagctatgct tgccagaact cagccctttc agacgtcacc 780 
gacccgccct tactcacatg ccttccaggt gcaataaagt ggccccaagg aaaaaaaaaa 840 
aaa 843 

<210> 31 
<211> 88 
<212> PRT 
<213> human 

<400> 31 

Met Leu Leu Tip Ala Ser Leu Leu Ala Phe Ala Pro Val Cys Gly Gin 



15 10 15 

Ser Gly Ser Cys Ser Val Ala Asp Trp Gin Met Pro Pro Pro Tyr Val 
20 25 30 

Val Leu Asp Leu Pro Gin Glu Thr Leu Glu Glu Glu Thr Pro Gly Ala 
35 40 45 

Asn Leu Trp Pro Thr Thr He Thr Phe Leu Thr Leu Phe Leu Leu Ser 
50 55 60 

Leu Phe Tyr Ser Thr Ala Leu Thr Val Thr Ser Val Arg Gly Pro Ser 
65 70 75 80 

Gly Asn Arg Glu Gly Pro Gin Tyr 
85 

<210> 32 
<211> 101 
<212> PRT 
<213> human 



<400> 32 

Met Ala Met Glu Thr Gin Met Ser Gin Asn Val Cys Pro Arg Asn Leu 
15 10 15 

Trp Leu Leu Gin Pro Leu Thr Val Leu Leu Leu Leu Ala Ser Ala Asp 
20 25 30 

Ser Gin Ala Ala Ala Pro Pro Lys Ala Val Leu Lys Leu Glu Pro Pro 
35 40 45 

Trp He Asn Val Leu Gin Glu Asp Ser Val Thr Leu Thr Cys Cys Gly 
50 55 60 

Ala Arg Ser Pro Glu Ser Pro Ser He Gin Trp Phe His His Asn Gly 
65 70 75 80 

Asn Leu He Pro He His Thr Gin Ser Ser Tyr Arg Phe Lys Ala Asn 



85 90 95 

Asn Asn Asp Ser Gly 
100 

<210> 33 

<211> 85 

<212> PRT 

<213> human 

<400> 33 

Met Trp Gin Leu Leu Leu Pro Thr Ala Leu Leu Leu Leu Val Ser Ala 
1 5 10 15 

Gly Met Arg Thr Glu Asp Leu Pro Lys Ala Val Val Phe Leu Glu Pro 
20 25 30 

Gin Trp Tyr Arg Val Leu Glu Lys Asp Ser Val Thr Leu Lys Cys Cys 
35 40 45 

Gly Ala Tyr Ser Pro Glu Leu Asn Ser Thr Gin Trp Phe His Asn Glu 
50 55 60 

Ser Leu He Ser Glu Gin Ala Ser Ser Tyr Phe He Asp Ala Ala Thr 
65 70 75 80 

Val Asp Asp Ser Gly 
85 

<210> 34 
<211> 89 
<212> PRT 
<213> HUMAN 



<400> 34 



Met Ala Pro Ala Met Glu Ser Pro Thr Leu Leu Cys Val Ala Leu Leu 
1 5 10 15 

Phe Phe Ala Asp Asp Gly Val Leu Ala Val Pro Gin Lys Pro Lys Val 
20 25 30 

Ser Leu Asn Pro Pro Trp Asn Arg lie Phe Lys Gly Glu Asn Val Thr 
35 40 45 

Leu Thr Cys Asn Gly Asn Asn Phe Phe Glu Val Ser Ser Thr Lys Trp 
50 55 60 

Phe His Asn Gly Ser Leu Ser Glu Ser Thr Asn Ser Ser Leu Asn He 
65 70 75 80 

Val Asn Ala Lys Phe Glu Asp Ser Gly 
85 

<210> 35 
<211> 81 
<212> PRT 
<213> human 



<400> 35 

Met Trp Phe Leu Thr Thr Leu Leu Leu Trp Val Pro Val Asp Gly Gin 
15 10 15 

Val Asp Thr Thr Lys Ala Val He Ser Leu Gin Pro Pro Trp Val Ser 
20 25 30 

Phe Val Gin Glu Glu Thr Val Thr Leu His Cys Glu Val Leu His Leu 
35 40 45 

Pro Gly Ser Ser Ser Thr Gin Trp Phe Leu Asn Gly Thr Ala Thr Gin 
50 55 60 

Thr Ser Thr Pro Ser Tyr Arg He Thr Ser Ala Ser Val Asn Asp Ser 



65 70 75 80 

Gly 

<210> 36 
<211> 81 
<212> PRT 
<213> human 

<400> 36 

Met Leu Leu Trp Ala Ser Leu Leu Ala Phe Ala Pro Val Cys Gly Gin 
1 5 10 15 

Ser Ala Ala Ala His Lys Pro Val lie Ser Val His Pro Pro Trp Thr 
20 25 30 

Thr Phe Phe Lys Gly Glu Arg Val Thr Leu Thr Cys Asn Gly Phe Gin 
35 40 45 

Phe Tyr Ala Thr Glu Lys Thr Thr Trp Tyr His Arg His Tyr Trp Gly 
50 55 60 

Glu Lys Leu Thr Leu Thr Pro Gly Asn Thr Leu Glu Val Arg Ala Ser 
65 70 75 80 

Gly 

<210> 37 
<211> 81 
<212> PRT 
<213> human 



<220> 

<221> CHAIN 

<222> (5 8).. (5 8) 

<223> x = any amino acid 

<400> 37 

Met Leu Leu Trp Val He Leu Leu Val Leu Ala Pro Val Ser Gly Gin 
15 10 15 

Phe Ala Arg Thr Pro Arg Pro lie He Phe Leu Gin Pro Pro Trp Thr 

20 2-5 30 

Thr Val Phe Gin Gly Glu Arg Val Thr Leu Thr Cys Lys Gly Phe Arg 
35 40 45 

Phe Tyr Ser Pro Gin Arg Thr Arg Trp Xaa His Arg Tyr Leu Gly Lys 
50 55 60 

Glu He Leu Arg Glu Thr Pro Asp Asn He Leu Glu Val Gin Glu Ser 
65 70 75 80 

Gly 

<210> 38 
<211> 99 
<212> PRT 
<213> human 

<400> 38 

Glu Tyr Thr Cys Gin Thr Gly Gin Thr Ser Leu Ser Asp Pro Val His 



15 10 15 

Leu Thr Val Leu Ser Glu Trp Leu Leu Leu Gin Thr Pro His Leu Glu 
20 25 30 

Phe Gin Glu Gly Glu Thr He Asn Leu Arg Cys His Ser Tip Lys Asp 
35 40 45 

Lys Pro Leu Val Lys Val Thr Glu Glu Gin Asn Gly Lys Ser Gin Lys 
50 55 60 

Phe Ser Arg Leu Asp Pro Thr Phe Ser lie Pro Gin Ala Asn His Ser 
65 70 75 80 

His Ser Gly Asp Tyr His Cys Thr Gly Asn Cys Gly Tyr Thr Leu Phe 
85 90 95 

Ser Ser Lys 



<210> 39 
<211> 99 
<212> PRT 
<213> human 



<400> 39 

Glu Tyr Arg Cys Gin Thr Asn Leu Ser Thr Leu Ser Asp Pro Val Gin 
1 5 10 15 

Leu Glu Val His He Gly Trp Leu Leu Leu Gin Ala Pro Arg Trp Val 
20 25 30 

Phe Lys Glu Glu Asp Pro He His Leu Arg Cys His Ser Trp Lys Asn 
35 40 45 

Thr Ala Leu His Lys Val Thr Tyr Leu Gin Asn Gly Lys Gly Arg Lys 
50 55 60 

Tyr Phe His His Asn Ser Asp Phe Tyr lie Pro Gin Ala Thr Leu Lys 



65 70 75 80 

Asp Ser Gly Ser Tyr Phe Cys Arg Gly Leu Phe Gly Ser Lys Asn Val 
85 90 95 

Ser Ser Glu 

<210> 40 
<211> 99 
<212> PRT 
<213> human 

<220> 

<221> CHAIN 

<222> (16)..(16) 

<223> x = any amino acid 



<400> 40 

Glu Tyr Lys Cys Gin His Gin Gin Val Asn Glu Ser Glu Pro Val Xaa 
15 10 15 

Leu Glu Val Phe Ser Asp Trp Leu Leu Leu Gin Ala Ser Ala Glu Val 
20 25 30 

Val Met Glu Gly Gin Pro Leu Phe Leu Arg Cys His Gly Trp Arg Asn 
35 40 45 

Trp Pro Val Tyr Lys Val He Tyr Tyr Lys Asp Gly Glu Ala Leu Lys 
50 55 60 

Tyr Trp Tyr Glu Asn His Asn He Ser He Thr Asn Ala Thr Val Glu 



65 70 75 80 

Asp Ser Gly Thr Tyr Tyr Cys Thr Gly Lys Val Trp Gin Leu Asp Tyr 
85 90 95 

Glu Ser Glu 

<210> 41 
<211> 99 
<212> PRT 
<213> human 

<400> 41 

Glu Tyr Arg Cys Gin Arg Gly Leu Ser Gly Arg Ser Asp Pro Thr Trp 
1 5 10 15 

Leu Glu Thr His Arg Gly Trp Leu Leu Leu Gin Tyr Ser Ser Arg Val 
20 25 30 

Phe Thr Glu Gly Glu Pro Leu Ala Leu Arg Cys His Ala Trp Lys Asp 
35 40 45 

Lys Leu Val Tyr Asn Val Leu Tyr Tyr Arg Asn Gly Lys Ala Phe Lys 
50 55 60 

Phe Phe His Trp Asn Ser Asn Leu He He Leu Lys He Asn lie Ser 
65 70 75 80 

Ser His Asn Gly Thr Tyr His Cys Ser Gly Asn Gly Lys His Arg Tyr 
85 90 95 

Thr Ser Ala 



<210> 42 
<211> 99 



<212> PRT 
<213> human 

<400> 42 

Leu Tyr Arg Cys Gin Ala Arg Gly Ser Pro Arg Ser Asn Pro Val Arg 
15 10 15 

Leu Leu Phe Ser Ser Asp Ser Leu He Leu Gin Ala Pro Tyr Ser Val 
20 25 30 

Phe Glu Gly Asp Thr Leu Val Leu Arg Cys His Arg Arg Arg Lys Glu 
35 40 45 

Lys Leu Thr Ala Val Lys Tyr Thr Trp Asn Gly Asn He Leu Ser He 
50 55 60 

Ser Asn Lys Ser Trp Asp Leu Leu lie Pro Gin Ala Ser Ser Asn Asn 
65 70 75 80 

Asn Gly Asn Tyr Arg Cys He Gly Tyr Gly Val Glu Asn Asp Val Phe 
85 90 95 

Arg Ser Asn 

<210> 43 
<211> 98 
<212> PRT 
<213> human 

<400> 43 

Glu Tyr Arg Cys Gin Ala Gin Gly Ser Pro Leu Ser Ser Pro Val His 
15 10 15 

Leu Asp Phe Ser Ser Ala Ser Leu He Leu Gin Ala Pro Leu Ser Val 



20 25 30 

Phe Glu Gly Asp Ser Val Val Leu Arg Cys Arg Ala Lys Ala Glu Val 
35 40 45 

Thr Leu Asn Asn Thr He Tyr Lys Asn Asp Asn Val Leu Ala Phe Leu 
50 55 60 

Asn Lys Lys Thr Asp Phe His He Pro His Ala Cys Leu Lys Asp Asn 
65 70 75 80 

Gly Ala Tyr Arg Cys Thr Gly Tyr Lys Glu Ser Cys Cys Pro Val Ser 
85 90 95 

Ser Asn 

<210> 44 
<211> 97 
<212> PRT 
<213> human 



<400> 44 

Gly Lys His Arg Tyr Thr Ser Ala Gly He Ser Val Thr Val Lys Glu 
15 10 15 

Leu Phe Pro Ala Pro Val Leu Asn Ala Ser Val Thr Ser Pro Leu Leu 
20 25 30 

Glu Gly Asn Leu Val Thr Leu Ser Cys Glu Thr Lys Leu Leu Leu Gin 
35 40 45 

Arg Pro Gly Leu Gin Leu Tyr Phe Ser Phe Tyr Met Gly Ser Leu Thr 
50 55 60 

Leu Arg Gly Arg Asn Thr Ser Ser Glu Tyr Gin He Leu Thr Ala Arg 
65 70 75 80 

Arg Glu Asp Ser Gly Leu Tyr Trp Cys Glu Ala Ala Thr Glu Asp Gly 



85 



90 95 



Asn 

<210> 45 
<211> 99 
<212> PRT 
<213> human 

<400> 45 

Gly Asp Glu Asn Asp Val Phe Arg Ser Asn Phe Lys He He Lys He 
1 5 10 15 

Gin Glu Leu Phe Pro His Pro Glu Leu Lys Ala Thr Asp Ser Gin Pro 
20 25 30 

Thr Glu Gly Asn Ser Val Asn Leu Ser Cys Glu Thr Gin Leu Pro Pro 
35 40 45 

Glu Arg Ser Asp Thr Pro Leu His Phe Asn Phe Phe Arg Asp Gly Glu 
50 55 60 

Val lie Leu Ser Asp Tip Ser Thr Tyr Pro Glu Leu Gin Leu Pro Thr 
65 70 75 80 

Val Trp Arg Glu Asn Ser Gly Ser Tyr Trp Cys Gly Ala Glu Thr Val 
85 90 95 

Arg Gly Asn 

<210> 46 
<211> 99 
<212> PRT 
<213> human 



<400> 46 



Lys Glu Ser Cys Cys Pro Val Ser Ser Asn Thr Val Lys He Gin Val 
15 10 15 

Gin Glu Pro Phe Thr Arg Pro Val Leu Arg Ala Ser Ser Phe Gin Pro 
20 25 30 

Thr Ser Gly Asn Pro Val Thr Leu Thr Cys Glu Thr Gin Leu Ser Leu 
35 40 45 

Glu Arg Ser Asp Val Pro Leu Arg Phe Arg Phe Phe Arg Asp Asp Gin 
50 55 60 

Thr Leu Gly Leu Gly Trp Ser Leu Ser Pro Asn Phe Gin He Thr Ala 
65 70 75 80 

Met Trp Ser Lys Asp Ser Gly Phe Tyr Trp Cys Lys Ala Ala Thr Met 
85 90 95 

Pro His Ser 



<210> 47 
<211> 101 
<212> PRT 
<213> human 



<400> 47 

Val Leu Lys Arg Ser Pro Glu Leu Glu Leu Gin Val Leu Gly Leu Gin 
15 10 15 

Leu Pro Thr Pro Val Val Trp Phe His Val Leu Gly Tyr Leu Ala Val 
20 25 30 

Gly lie Met Phe Leu Val Asn Thr Val Leu Trp Val Val Thr He Arg 
35 40 45 



Lys Glu Leu Lys Arg Lys Lys Lys Tip Asp Leu Glu He Ser Leu Asp 
50 55 60 



Ser Gly His Glu Lys Lys Val Thr Ser Ser Leu Gin Glu Asp Arg His 
65 70 75 80 

Glu Glu Glu Glu Leu Lys Cys Gin Glu Gin Lys Gly Glu Gin Leu Gin 
85 90 95 

Glu Gly Val His Arg 
100 

<210> 48 

<211> 97 

<212> PRT 

<213> human 

<220> 

<221> CHAIN 

<222> (53)..(53) 

<223> x = any amino acid 



<400> 48 

He His Lys His Ser Pro Ser Leu Gin lie His Val Gin Arg He Pro 
1 5 10 15 

Val Ser Gly Val Leu Leu Glu Thr Gin Pro Ser Gly Gly Gin Ala Val 
20 25 30 

Glu Gin Glu Met Leu Val Leu Val Cys Ser Val Ala Glu Gly Thr Gly 
35 40 45 



Asp Thr Thr Phe Xaa Trp His Arg Glu Asp Met Gin Glu Ser Leu Gly 
50 55 60 

Arg Lys Thr Gin Arg Ser Leu Arg Ala Glu Leu Glu Leu Pro Ala He 
65 70 75 80 

Arg Gin Ser His Ala Gly Gly Tyr Tyr Cys Thr Ala Asp Asn Ser Tyr 
85 90 95 

Gly 



<210> 49 
<211> 94 
<212> PRT 
<213> human 



<400> 49 

Val He Ser Asp Ser Pro Arg Ser Trp He Gin Val Gin He Pro Ala 
15 10 15 

Ser His Val Leu Thr Leu Ser Pro Glu Lys Ala Leu Asn Phe Glu Gly 
20 25 30 

Thr Lys Val Thr Leu His Cys Glu Thr Gin Glu Pro Ser Leu Arg Thr 
35 40 45 

Leu Tyr Arg Phe Tyr His Glu Gly Val Pro Leu Arg His Lys Ser Val 
50 55 60 

Arg Cys Glu Arg Gly Ala Ser He Ser Phe Ser Leu Thr Thr Phe Asn 
65 70 75 80 

Ser Gly Asn Tyr Tyr Cys He Ala Asp Asn Gly Leu Gly Ala 
85 90 

<210> 50 



<211> 26 



<212> PRT 
<213> human 

<220> 

<221> CHAIN 

<222> (2)..(8) 

<223> x = any amino acids 

<220> 

<221> CHAIN 

<222> (10)..(11) 

<223> x = any amino acids 

<220> 

<221> CHAIN 

<222> (13)..(14) 

<223> x = any amino acids 

<220> 

<221> CHAIN 



<222> 
<223> 



(16)..(22) 

x = any amino acids 



<220> 

<221> CHAIN 

<222> (24)..(25) 

<223> x = any amino acids 

<400> 50 

Asp Xaa Xaa Xaa Xaa Xaa Xaa Xaa Asp Xaa Xaa Tyr Xaa Xaa Leu Xaa 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Xaa Tyr Xaa Xaa Leu 
20 25 

<210> 51 

<211> 63 

<212> PRT 

<213> human 

<400> 51 

Glu Ser Ser His Ser He Cys Pro Ala Gin Val Glu Leu Gin Ser Leu 
15 10 15 

Tyr Val Asp Val His Pro Lys Lys Gly Asp Leu Val Tyr Ser Glu He 
20 25 30 



Gin Thr Thr Thr Leu Gly Glu Glu Glu Glu Glu Ala Asn Thr Ser Arg 
35 40 45 

Thr Leu Leu Glu Asp Lys Asp Val Ser Val Val Tyr Ser Glu Val 
50 55 60 

<210> 52 

<211> 39 

<212> PRT 

<213> human 

<400> 52 

Asp Asn Lys Glu Pro Leu Asn Ser Asp Val Gin Tyr Thr Glu Val Gin 
1 5 10 15 

Val Ser Ser Ala Glu Trp Ser His Lys Asp Leu Gly Lys Lys Asp Thr 
20 25 30 

Glu Thr Val Tyr Ser Glu Val 
35 

<210> 53 
<211> 45 
<212> PRT 
<213> human 

<220> 

<221> CHAIN 

<222> (38)..(38) 

<223> x = any amino acid 



<400> 53 

Asp Ser Asp Ser Gin Glu Pro Thr Tyr His Asn Val Pro Ala Trp Glu 
15 10 15 

Glu Leu Gin Pro Val Tyr Thr Asn Ala Asn Pro Arg Gly Glu Asn Val 
20 25 30 

Val Tyr Ser Glu Val Xaa He He Tyr Ser Glu Val Lys 
35 40 45 

<210> 54 

<211> 44 

<212> PRT 

<213> human 

<400> 54 

Ala Ser Asp Gin Arg Asp Leu Thr Glu His Lys Pro Ser Val Ser Asn 
15 10 15 

His Thr Gin Asp His Ser Asn Asp Pro Pro Asn Lys Met Asn Glu Val 
20 25 30 

Thr Tyr Ser Thr Leu He He Tyr Ser Glu Val Lys 
35 40 

<210> 55 

<211> 24 

<212> PRT 

<213> human 



<220> 

<221> CHAIN 

<222> (2)..(2) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (4)..(5) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (8)..(8) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (10)..(11) 

<223> x = any amino acid 



<220> 

<221> CHAIN 

<222> (14)..(14) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (16)..(17) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (20)..(20) 

<223> x = any amino acid 

<220> 

<221> CHAIN 

<222> (22)..(23) 

<223> x = any amino acid 



<400> 55 

Ser Xaa Tyr Xaa Xaa Leu Ser Xaa Tyr Xaa Xaa Leu Ser Xaa Tyr Xaa 
15 10 15 

Xaa Leu Ser Xaa Tyr Xaa Xaa Leu 
20 



